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Sequence Similarity Assessment of PAT Protein to Known Allergens by Bioinformatics 
Analysis 

(Update, February, 2011) 
 

SUMMARY 

Phosphinothricin N-acetyltransfearase (PAT) protein, encoded by the pat gene originally derived 

from soil bacteria Streptomyces viridochromogenes, acetylates phosphinothricin and thus confers 

tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium based 

herbicides.  For that reason, the gene has been widely used in the production of events carrying 

an herbicide tolerance trait or as a selectable marker during plant transformation. The pat gene 

has been integrated into many transgenic events produced by Dow AgroSciences, including corn 

(Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton (Gossypium hirsutum 

L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) events DAS-68416-4 and 

DAS-44406-6.  In this study, the potential allergenicity of PAT protein was evaluated using an 

updated allergen database (FARRP Allergen Database Version11 released in January 2011) and 

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

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

known allergens.  The results indicate that the PAT protein has no significant amino acid 

sequence similarity with known allergens. 

 



Dow AgroSciences LLC 
Study ID: 110330 

Page 1 of 3392 
 
 

 

STUDY TITLE 

Sequence Similarity Assessment of PAT Protein to Known Allergens by Bioinformatics 
Analysis 

(Update, February, 2011) 
 

DATA REQUIREMENTS 

N/A 

AUTHOR(S) 

P. Song 317-337-3434 
[psong@dow.com] 

  

STUDY COMPLETED ON 

20 – April – 2011  

PERFORMING LABORATORY 

Regulatory Sciences and Government Affairs—Indianapolis Lab 
Dow AgroSciences LLC 

9330 Zionsville Road 
Indianapolis, Indiana 46268-1054 

LABORATORY STUDY ID 

110330 
 
 
 
 
 
 

© 2011 Dow AgroSciences LLC   All Rights Reserved.  
This document is protected under copyright law.  This document is for use only by the regulatory authority to 
which this has been submitted by the owners, and only in support of actions requested by the owners.  Any 
other use of this material, without prior written consent of the owners, is strictly prohibited.  By submitting 
this document, Dow AgroSciences does not grant any party or entity any right or license to the information 
or intellectual property described in this document. 







Dow AgroSciences LLC 
Study ID:  110330 

Page 4 
 
 

 

QUALITY ASSURANCE STATEMENT 

Compound: PAT Protein 

Title: Sequence Similarity Assessment of PAT Protein to Known Allergens by 

Bioinformatics Analysis 

(Update, February, 2011) 

 

Study Initiation Date:  02/16/2011 Study Completion Date:  20 – April – 2011  

NON-GLP STUDY 





Dow AgroSciences LLC 
Study ID: 110330 

Page 6 
 
 

TABLE OF CONTENTS 
 

Page 
 

 

ABSTRACT .....................................................................................................................................7 

INTRODUCTION ...........................................................................................................................8 

METHODS ......................................................................................................................................9 

Query Sequence Preparation ........................................................................................................9 

Allergenicity Assessment ............................................................................................................9 

RESULTS AND CONCLUSIONS ...............................................................................................10 

REFERENCES ..............................................................................................................................11 

APPENDIX ....................................................................................................................................12 

1.  Amino Acid Sequence of PAT ..........................................................................................12 

2.  Archive of FASTA Search Output of PAT ........................................................................12 

 

 



Dow AgroSciences LLC 
Study ID:  110330 

Page 7 
 
 

 

Sequence Similarity Assessment of PAT Protein to Known Allergens by Bioinformatics 

Analysis 

(Update, February, 2011) 

 

ABSTRACT 

Phosphinothricin N-acetyltransfearase (PAT) protein, encoded by the pat gene originally derived 

from soil bacteria Streptomyces viridochromogenes, acetylates phosphinothricin and thus confers 

tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium based 

herbicides.  For that reason, the gene has been widely used in the production of events carrying 

an herbicide tolerance trait or as a selectable marker during plant transformation. The pat gene 

has been integrated into many transgenic events produced by Dow AgroSciences, including corn 

(Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton (Gossypium hirsutum 

L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) events DAS-68416-4 and 

DAS-44406-6.  In this study, the potential allergenicity of PAT protein was evaluated using an 

updated allergen database (FARRP Allergen Database Version11 released in January 2011) and 

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

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

known allergens.  The results indicate that the PAT protein has no significant amino acid 

sequence similarity with known allergens. 
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INTRODUCTION 

Phosphinothricin N-acetyltransfearase (PAT) protein, encoded by the pat gene originally derived 

from soil bacteria Streptomyces viridochromogenes, acetylates phosphinothricin and thus confers 

tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium based 

herbicides.  For that reason, the gene has been widely used in the production of events carrying 

an herbicide tolerance trait or as a selectable marker during plant transformation. The pat gene 

has been integrated into may events produced by Dow AgroSciences, including corn (Zea mays 

L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton (Gossypium hirsutum L.) events 

281-24-236 and 3006-210-23, and soybean (Glycine max L.) events DAS-68416-4 and DAS-

44406-6. 

 

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

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

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

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

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

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

sequence alignments (1,  2,  3).  The first criterion is a search over 80-amino-acid stretches 

(sliding window search) to detect >35% identity between a query protein and known allergens.  

The window size of 80 amino acids was selected to correspond with a typical domain size in a 

protein, and recognizes that single protein domains may contain epitopes that mediate antibody 

binding.  The second criterion involves evaluating short amino-acid stretches for identity 

between the query protein and known allergens.  As stated in the report of Codex Ad Hoc 

Working Group on Allergenicity (1), "the size of the contiguous amino acid search should be 

based on a scientifically justified rationale in order to minimize the potential for false negative or 

false positive results".  Window sizes of 6 to 8 amino acids have been suggested based on 

hypothetical epitope sizes, however, use of window sizes of less than 8 amino acids have been 

largely abandoned based on the high probability of random alignments that are of no predictive 
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value (4, 5).  The use of any short-alignment criteria for predicting the allergenic potential of 

proteins has also been recently criticized (6, 7,  8, 9). 

The purpose of this study is to evaluate the potential allergenicity of the PAT protein expressed 

in Plant Transgenic Events using bioinformatics tools and an updated allergen database. 

METHODS 

Query Sequence Preparation 

The PAT protein sequence was prepared in FASTA format accepted by FASTA and Fuzzpro 

search programs (Appendix I). 

Allergenicity Assessment 

For the allergenicity assessment, the amino acid sequence of the PAT was compared with a peer-

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

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

Nebraska, http://www.allergenonline.org).  Potential identities between the PAT and proteins in 

the allergen database were evaluated with the FASTA program (v35) using the default algorithm 

parameters (Matrix = BLOSUM50; Gap Penalties = -12/-2; ktup = 2; except the Expectation = 

100).  The FASTA search was run by an in-house Perl script in an internal UNIX computer with 

Linux operation system.  If a query sequence is longer than 80 amino acids, the script parses the 

query sequence into a complete (overlapping) set of 80 amino acid long fragments and each 

fragment is subjected to a FASTA search.  A greater than 35% identity threshold over any 80 or 

more amino acid sequences between a query sequence and an allergen was used to indicate the 

potential for cross-reactivity.  To ensure that high identity over a short stretch (for example, 80% 

over 60 amino acids) will not be overlooked, a calculation, (Identity% × number of overlapped 

amino acids)/80, was implemented as a conversion to check the criteria of >35% over 80 amino 
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acids when the FASTA alignment (overlapped amino acids) is less that 80 amino acids. The PAT 

protein sequence was also screened for any matches of 8 contiguous amino acids to the allergens 

contained in the database noted above.  This was done using an in-house Perl script that 

generates all sequentially possible (overlapping) 8-residue peptides from a query protein, 

followed by Fuzzpro program (Emboss Package v2.10.0) search that compares each query 

"word" with all allergen sequences in the database for perfect matches.. 

RESULTS AND CONCLUSIONS 

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

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

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

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

observed in the entire PAT sequence. 

In conclusion, the results of this updated study show that PAT does not share any significant 

amino acid sequence similarity with known protein allergens. 
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APPENDIX 

1. Amino Acid Sequence of PAT 

   1 MSPERRPVEI RPATAADMAA VCDIVNHYIE TSTVNFRTEP QTPQEWIDDL 

  51 ERLQDRYPWL VAEVEGVVAG IAYAGPWKAR NAYDWTVEST VYVSHRHQRL 

 101 GLGSTLYTHL LKSMEAQGFK SVVAVIGLPN DPSVRLHEAL GYTARGTLRA 

 151 AGYKHGGWHD VGFWQRDFEL PAPPRPVRPV TQI* 

 

2. Archive of FASTA Search Output of PAT 

The PAT protein was parsed into 104 fragments of 80-amino-acid long.  Each of these fragments 

was queried against the allergen database using FASTA program.  As such, output files with a 

combined size of more than thousands of pages were generated.  These files are electronically 

stored in a secured computer in Dow AgroSciences and are available for view in PDF format. 

 

 



 

 

Appendix of Report 110330 
 

FASTA search outputs of PAT 
 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 1  - 80 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     6     0:== 
  30     9     2:*== 
  32    13     8:==*== 
  34    31    22:=======*=== 
  36    51    44:==============*== 
  38    88    73:========================*===== 
  40   101   102:=================================* 
  42   151   125:=========================================*========= 
  44   128   137:===========================================  * 
  46   110   140:=====================================         * 
  48   118   134:========================================    * 
  50   127   122:========================================*== 
  52   119   107:===================================*==== 
  54    97    92:==============================*== 
  56    44    77:===============          * 
  58    47    63:================    * 
  60    46    51:================* 
  62    39    41:=============* 
  64    44    33:==========*==== 
  66    27    26:========* 
  68    30    20:======*=== 
  70     9    16:===  * 
  72    15    12:===*= 
  74     9    10:===* 
  76     9     8:==* 
  78     6     6:=* 
  80     3     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 3.35040.00335; mu= 16.4096 0.176 
 mean_var=40.140511.147, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.202434 
 Kolmogorov-Smirnov  statistic: 0.0499 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.7   0.035 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.7       2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.8     4.4 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.0     6.3 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   61 23.1     6.8 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.2       7 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   59 22.5      10 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.1      11 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.7      12 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.5      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.7      14 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.4      15 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.1      16 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.6      16 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   54 20.6      16 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.9      20 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.7      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   51 19.6      24 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   50 19.3      27 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      27 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.9      28 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.2      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 19.3      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   50 19.3      29 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   54 21.0      29 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   54 21.0      29 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   54 21.1      29 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.9      33 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.4      33 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.5      36 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.5      36 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.5      36 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.5      36 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.5      36 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.5      36 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.1      40 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      41 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.6      42 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.3      43 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.2      44 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.7      47 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      48 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      49 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   50 19.7      50 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   50 19.7      50 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      51 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      51 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      51 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   51 20.2      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      52 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      53 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.1      56 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.1      56 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.1      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      58 
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gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.4      60 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      63 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.2      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      71 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.7      72 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      77 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      77 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   49 19.6      77 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   49 19.6      77 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      77 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      77 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      77 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      77 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      77 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      77 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      77 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      77 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      78 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.6      78 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.2      79 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.2      79 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.2      80 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      80 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      88 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      89 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      91 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 17.5      91 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      92 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      94 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.3      94 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1      96 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      97 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.7      98 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 128.6  bits: 30.7 E(): 0.035 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (23-56:178-210) 
 
                       10        20        30        40        50   
PAT___         MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
             60        70        80                                 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKAR                                 
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.1  bits: 22.7 E():    2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (18-77:4-64) 
 
               10        20        30        40         50          
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQD 
                        .::.  : .:. :...:.:  . :     :   :    .::.. 
gi|513               AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQ 
                             10        20        30        40       
 
          60        70        80                                    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKAR                                    
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          : :    ...:: : :  :                                       
gi|513 GQTWTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAE 
         50            60        70        80        90       100   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 91.0  bits: 22.8 E():  4.4 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (10-60:42-98) 
 
                                    10             20         30    
PAT___                      MSPERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
            40        50        60        70        80              
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR              
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (10-60:228-284) 
 
                                    10             20         30    
PAT___                      MSPERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
            40        50        60        70        80              
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR              
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  41 init1:  41 opt:  61  Z-score: 87.6  bits: 23.1 E():  6.8 
Smith-Waterman score: 61; 30.8% identity (51.3% similar) in 39 aa overlap (39-77:113-150) 
 
       10        20        30        40        50        60         
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
       70        80                                                 
PAT___ AGIAYAGPWKAR                                                 
        ..  .  :                                                    
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.4  bits: 22.2 E():    7 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (36-71:29-64) 
 
          10        20        30        40        50        60      
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::   .  ..  :::. :: .:  :  : . 
gi|219   MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD 
                 10        20        30        40        50         
 
          70        80                                              
PAT___ GVVAGIAYAGPWKAR                                              
        :  :.                                                       
gi|219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK 
       60        70        80        90       100       110         
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  41 init1:  41 opt:  59  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 59; 30.8% identity (51.3% similar) in 39 aa overlap (39-77:113-150) 
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       10        20        30        40        50        60         
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
       70        80                                                 
PAT___ AGIAYAGPWKAR                                                 
        ..  .  :                                                    
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 83.5  bits: 22.1 E():   11 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (34-79:262-307) 
 
            10        20        30        40        50        60    
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
            70         80                                           
PAT___ VEGVVAGIAYA-GPWKAR                                           
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 21.7 E():   12 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:79-98) 
 
      10        20        30        40        50        60          
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
      70        80                                                  
PAT___ GIAYAGPWKAR                                                  
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.8  bits: 20.5 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (45-71:83-110) 
 
           20        30        40        50         60        70    
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
            80                                  
PAT___ AGPWKAR                                  
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (41-58:7-24) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
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               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (8-58:64-114) 
 
                                      10        20        30        
PAT___                        MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
         40        50        60        70        80                 
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                 
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (21-59:6-44) 
 
               10        20        30        40        50        60 
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                           .  :.   :  .:.:....:.   .: ..   :: . :.  
gi|170                MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFS 
                              10        20        30        40      
 
               70        80                                         
PAT___ VAEVEGVVAGIAYAGPWKAR                                         
                                                                    
gi|170 QQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQ 
          50        60        70        80        90       100      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.9  bits: 20.6 E():   16 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (7-76:39-115) 
 
                                       10        20        30       
PAT___                         MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
             40        50            60        70        80         
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKAR         
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:21-52) 
 
              10        20        30        40        50        60  
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|221           NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                         10        20           30        40        
 
              70        80                                          
PAT___ AEVEGVVAGIAYAGPWKAR                                          
        : ::                                                        
gi|221 IESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
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        50        60        70        80        90       100        
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (42-76:109-143) 
 
              20        30        40        50        60        70  
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
              80                        
PAT___ AYAGPWKAR                        
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (25-65:25-65) 
 
               10        20        30        40        50        60 
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ VAEVEGVVAGIAYAGPWKAR                                         
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (13-34:3-24) 
 
               10        20        30        40        50        60 
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. : : .:: :.   :                           
gi|394           VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ VAEVEGVVAGIAYAGPWKAR                                         
                                                                    
gi|394 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               60        70        80        90       100       110 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.6  bits: 21.7 E():   21 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (12-34:326-348) 
 
                                  10        20        30        40  
PAT___                    MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
              50        60        70        80                      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                      
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (13-34:14-35) 
 
                10        20        30        40        50          
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PAT___  MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ LVAEVEGVVAGIAYAGPWKAR                                        
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (4-62:97-154) 
 
                                          10        20        30    
PAT___                            MSPERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
            40         50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
       :... :  .. .:    : .: . :  :::                   
gi|444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN             
        130       140       150         160             
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 50; 26.8% identity (47.9% similar) in 71 aa overlap (13-76:13-82) 
 
               10        20        30          40             50    
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKAR                                  
       :.:    . :... . :.    :                                      
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (13-34:13-34) 
 
               10        20        30        40        50        60 
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ VAEVEGVVAGIAYAGPWKAR                                         
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (50-78:32-61) 
 
      20        30        40        50        60         70         
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
       80                                                   
PAT___ AR                                                   
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gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (40-59:113-130) 
 
      10        20        30        40        50        60          
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
      70        80                                                  
PAT___ GIAYAGPWKAR                                                  
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (4-62:97-154) 
 
                                          10        20        30    
PAT___                            MSPERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
            40         50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
       :... :  .. .:    : .: . :  :::                   
gi|444 VEIKEEDVRAGKEKATGLFKLIENY--LVANPDAYN             
        130       140       150         160             
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (4-57:97-151) 
 
                                          10        20        30    
PAT___                            MSPERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
            40         50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
       :... :  .. .:    : .: . :                        
gi|444 VEIKEEDVKAGKEKATGLFKLIENYLAANPDACN               
        130       140       150       160               
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:19-50) 
 
              10        20        30        40        50        60  
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|199             MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                           10        20           30        40      
 
              70        80                                          
PAT___ AEVEGVVAGIAYAGPWKAR                                          
        : ::                                                        
gi|199 IESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
          50        60        70        80        90       100      
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:19-50) 
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              10        20        30        40        50        60  
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|571             MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                           10        20           30        40      
 
              70        80                                          
PAT___ AEVEGVVAGIAYAGPWKAR                                          
        : ::                                                        
gi|571 IESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
          50        60        70        80        90       100      
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 76.1  bits: 21.1 E():   29 
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:19-50) 
 
              10        20        30        40        50        60  
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|213             MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                           10        20           30        40      
 
              70        80                                          
PAT___ AEVEGVVAGIAYAGPWKAR                                          
        : ::                                                        
gi|213 IESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
          50        60        70        80        90       100      
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (17-46:195-223) 
 
                             10        20        30        40       
PAT___               MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
         50        60        70        80           
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR           
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.4 E():   33 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:116-126) 
 
                                  10        20        30        40  
PAT___                    MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
              50        60        70        80                
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (45-68:47-70) 
 
           20        30        40        50        60        70     
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
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           80                                                       
PAT___ GPWKAR                                                       
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (18-77:11-71) 
 
               10        20        30        40         50          
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQD 
                        ..:.  :  :. :...:.:  . :     :   :    .::.. 
gi|384        MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQ 
                      10        20        30        40        50    
 
          60        70        80                                    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKAR                                    
          : :    ...:: : :  :                                       
gi|384 GQTWTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAE 
                60        70        80        90       100          
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:142-152) 
 
                                  10        20        30        40  
PAT___                    MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
              50        60        70        80                
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:142-152) 
 
                                  10        20        30        40  
PAT___                    MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
              50        60        70        80                
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (18-77:11-71) 
 
               10        20        30        40         50          
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQD 
                        ..:.  :  :. :...:.:  . :     :   :    .::.. 
gi|384        MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQ 
                      10        20        30        40        50    
 
          60        70        80                                    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKAR                                    
          : :    ...:: : :  :                                       
gi|384 GQTWTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAE 
                60        70        80        90       100          
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (18-77:11-71) 
 
               10        20        30        40         50          
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQD 
                        .::.  :  :. :...:.:  . :     :   :    .::.. 
gi|908        MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQ 
                      10        20        30        40        50    
 
          60        70        80                                    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKAR                                    
          : :    ...:: : :  :                                       
gi|908 GQTWTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAE 
                60        70        80        90       100          
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.1 E():   40 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (50-78:162-190) 
 
      20        30        40        50        60        70          
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
      80  
PAT___ R  
          
gi|223 VQ 
          
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (13-35:14-36) 
 
                10        20        30        40        50          
PAT___  MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ LVAEVEGVVAGIAYAGPWKAR                                        
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (37-58:71-92) 
 
         10        20        30        40        50        60       
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
         70        80                                               
PAT___ VVAGIAYAGPWKAR                                               
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 18.3 E():   43 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (14-40:66-92) 
 
                                10        20        30        40    
PAT___                  MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
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          40        50        60        70        80        90      
 
            50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                             
gi|142 TKCGVKPDFPAVDKNLDCSKLPV               
         100       110                       
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:142-152) 
 
                                  10        20        30        40  
PAT___                    MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
              50        60        70        80                
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.4  bits: 19.7 E():   47 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (40-60:121-141) 
 
      10        20        30        40        50        60          
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
      70        80                                                  
PAT___ GIAYAGPWKAR                                                  
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (21-59:6-44) 
 
               10        20        30        40        50        60 
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                           .  :.   :  .:.:....:..  .: ..    : . :.  
gi|170                MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFS 
                              10        20        30        40      
 
               70        80                                         
PAT___ VAEVEGVVAGIAYAGPWKAR                                         
                                                                    
gi|170 QQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQ 
          50        60        70        80        90       100      
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (37-58:111-130) 
 
         10        20        30        40        50        60       
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
         70        80 
PAT___ VVAGIAYAGPWKAR 
                      
gi|741 FSTLG          
      140             
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>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (3-44:124-167) 
 
                                           10        20        30   
PAT___                             MSPERRPVEIRPATAADMAAVCDIVNHYIET- 
                                     :.  :. .  .:::....: : ..  .:.  
gi|269 RVILSLAPGNYSEKVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTV-DSATLIVESN 
           100       110       120       130       140        150   
 
                40        50        60        70        80          
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR          
         :.::..   ..:.                                              
gi|269 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD 
            160       170       180       190       200       210   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (3-44:124-167) 
 
                                           10        20        30   
PAT___                             MSPERRPVEIRPATAADMAAVCDIVNHYIET- 
                                     :.  :. .  .:::....: : ..  .:.  
gi|682 RVILSFSPGNYSEKVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTV-DSATLIVESN 
           100       110       120       130       140        150   
 
                40        50        60        70        80          
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR          
         :.::..   ..:.                                              
gi|682 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD 
            160       170       180       190       200       210   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:85-109) 
 
                                    10        20         30         
PAT___                      MSPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                                  
gi|144 K                                          
                                                  
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:85-109) 
 
                                    10        20         30         
PAT___                      MSPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                                  
gi|506 K                                          
                                                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:85-109) 
 
                                    10        20         30         
PAT___                      MSPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
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                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                                  
gi|384 K                                          
                                                  
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (44-70:68-92) 
 
            20        30        40        50        60        70    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
            80                                                      
PAT___ AGPWKAR                                                      
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (44-72:69-95) 
 
            20        30        40        50        60        70    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            80                                                      
PAT___ AGPWKAR                                                      
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (44-72:69-95) 
 
            20        30        40        50        60        70    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            80                                                      
PAT___ AGPWKAR                                                      
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 27



 

 

>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (44-72:69-95) 
 
            20        30        40        50        60        70    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            80                                                      
PAT___ AGPWKAR                                                      
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (39-58:108-126) 
 
       10        20        30        40        50        60         
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
       70        80 
PAT___ AGIAYAGPWKAR 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (14-34:5-25) 
 
               10        20        30        40        50        60 
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                    : .:   .::: .:.. ....                           
gi|144          MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIM 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ VAEVEGVVAGIAYAGPWKAR                                         
                                                                    
gi|144 KDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLT 
              60        70        80        90       100       110  
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (32-55:101-124) 
 
              10        20        30        40        50        60  
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
              70        80 
PAT___ AEVEGVVAGIAYAGPWKAR 
                           
gi|288 L                   
                           
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (41-58:721-738) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
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               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.6  bits: 20.7 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (41-58:736-753) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (8-58:64-114) 
 
                                      10        20        30        
PAT___                        MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
         40        50        60        70        80                 
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                 
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (22-76:91-153) 
 
                        10        20        30         40           
PAT___          MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
           50        60         70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKAR 
           :.::     : .  ... . :.:. :  :     
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY 
              130       140       150        
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (9-22:25-38) 
 
                               10        20        30        40     
PAT___                 MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                         
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 20.4 E():   71 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (36-58:153-175) 
 
          10        20        30        40        50        60      
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
          70        80                                              
PAT___ GVVAGIAYAGPWKAR                                              
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (8-54:12-55) 
 
                   10        20        30        40        50       
PAT___     MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
         60        70        80                                     
PAT___ YPWLVAEVEGVVAGIAYAGPWKAR                                     
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 24.3% identity (51.4% similar) in 70 aa overlap (2-60:435-504) 
 
                                            10         20           
PAT___                              MSPERRPVEIRPATAADMA-AVC---DIVNH 
                                     ::..  .. .:.:. :   ..:   : .   
gi|476 GKPASCVDKNARGFYSGRLIPTCKNLRPGPSPKEFELQQQPTTVMDENKGACAKGDSTCI 
          410       420       430       440       450       460     
 
        30             40        50          60        70        80 
PAT___ YIETSTVNFRT-----EPQTPQEWIDDLERLQDRYP--WLVAEVEGVVAGIAYAGPWKAR 
        . .:  : ..     .:  :.  :   .. :: ::  :.                     
gi|476 SLSSSPPNCKNKCKGCQPCKPKLIIVHPNKPQDYYPQKWVCSCHNKIYNP           
          470       480       490       500       510               
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
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        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134) 
 
        30        40        50        60        70          80      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR      
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159) 
 
               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159) 
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               20        30        40        50        60        70 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               80                                                   
PAT___ IAYAGPWKAR                                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (11-77:33-104) 
 
                                   10        20        30        40 
PAT___                     MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
               50          60        70            80          
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKAR          
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (8-66:11-73) 
 
                  10        20            30        40        50    
PAT___    MSPERRPVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKAR                                  
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:89-113) 
 
                                    10        20         30         
PAT___                      MSPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
       40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                                  
gi|209 K                                          
                                                  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (40-73:158-190) 
 
      10        20        30        40        50        60          
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
      70        80                                                  
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PAT___ GIAYAGPWKAR                                                  
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (29-68:87-126) 
 
                 10        20        30        40        50         
PAT___   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
       60        70        80                                       
PAT___ WLVAEVEGVVAGIAYAGPWKAR                                       
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (29-68:87-126) 
 
                 10        20        30        40        50         
PAT___   MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
       60        70        80                                       
PAT___ WLVAEVEGVVAGIAYAGPWKAR                                       
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (17-70:94-145) 
 
                             10        20            30        40   
PAT___               MSPERRPVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
             50        60        70        80                       
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR                       
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (37-58:72-93) 
 
         10        20        30        40        50        60       
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
         70        80                                               
PAT___ VVAGIAYAGPWKAR                                               
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.5 E():   88 
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Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (41-76:79-115) 
 
               20        30        40        50        60           
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
      70        80                         
PAT___ GIAYAGPWKAR                         
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:14-35) 
 
                10        20        30        40        50          
PAT___  MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ LVAEVEGVVAGIAYAGPWKAR                                        
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (40-58:135-153) 
 
      10        20        30        40        50        60          
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ GIAYAGPWKAR                                                  
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 44; 45.5% identity (90.9% similar) in 11 aa overlap (2-12:89-99) 
 
                                            10        20        30  
PAT___                              MSPERRPVEIRPATAADMAAVCDIVNHYIET 
                                     .::..:.: .:                    
gi|738 PEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPA 
       60        70        80        90       100       110         
 
              40        50        60        70        80 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                                         
gi|738 APAEGEKPAEEEKPITEAAETATTEVPVEKTEE                 
      120       130       140       150                  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (50-66:32-48) 
 
      20        30        40        50        60        70          
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
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      80                                                    
PAT___ R                                                    
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (45-65:139-159) 
 
           20        30        40        50        60        70     
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
           80                                                       
PAT___ GPWKAR                                                       
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 48; 20.0% identity (50.0% similar) in 60 aa overlap (1-57:392-448) 
 
                                             10        20        30 
PAT___                               MSPERRPVEIRPATAADMAAVCDIVNHYIE 
                                     :.:    .   : .:. .    :..   .. 
gi|558 KSDYVYQPVPKPVWAQIFVWLVKPGAGIMVMDPYGAAISATPEAATPFPHRKDVL---FN 
             370       380       390       400       410            
 
               40           50        60        70        80        
PAT___ TSTVNFRTEPQ---TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR        
        . ::.  .     .: .:  :. :... :                               
gi|558 IQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYANYRDIDLGRNEVVNDISTYA 
      420       430       440       450       460       470         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 14.1 E():   96 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:1-14) 
 
          40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     ::. .: :.. : :  
gi|323                               GVLFNIQYVNYWFAP 
                                             10      
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.6  bits: 17.6 E():   97 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (35-60:52-78) 
 
           10        20        30         40        50        60    
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
            70        80                                            
PAT___ VEGVVAGIAYAGPWKAR                                            
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (10-38:62-90) 
 
                                    10        20        30          
PAT___                      MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTE 
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                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
      40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                                 
gi|837 K                                         
                                                 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 2  - 81 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     5     0:== 
  30     7     2:*== 
  32    15     8:==*== 
  34    22    22:=======* 
  36    51    44:==============*== 
  38    80    73:========================*== 
  40   111   102:=================================*=== 
  42   146   125:=========================================*======= 
  44   144   137:=============================================*== 
  46   106   140:====================================          * 
  48   121   134:=========================================   * 
  50   118   122:========================================* 
  52   123   107:===================================*===== 
  54    99    92:==============================*== 
  56    48    77:================         * 
  58    47    63:================    * 
  60    44    51:=============== * 
  62    38    41:=============* 
  64    48    33:==========*===== 
  66    22    26:========* 
  68    30    20:======*=== 
  70    16    16:=====* 
  72    10    12:===* 
  74     9    10:===* 
  76     6     8:==* 
  78     5     6:=* 
  80     7     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
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  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.33830.00332; mu= 16.4123 0.174 
 mean_var=41.759411.221, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.198471 
 Kolmogorov-Smirnov  statistic: 0.0456 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.4   0.042 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.5     2.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.6     4.8 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   63 23.5     4.9 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 22.9     6.8 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   61 22.9     7.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.1     7.5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.4     9.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.0      12 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.6      13 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.4      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.6      15 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.3      16 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.0      17 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.8      17 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.8      17 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.5      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.8      17 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.8      21 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.4      22 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.4      22 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.5      24 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   51 19.5      25 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   50 19.2      29 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.2      29 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.8      30 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.1      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   50 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 19.2      30 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.8      35 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.3      35 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.4      37 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.4      38 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.4      38 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.4      38 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.4      38 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.4      38 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.0      42 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.6      42 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.5      44 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.2      45 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.1      46 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      49 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      50 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.3      51 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   50 19.6      52 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   50 19.6      52 
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gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   51 20.1      54 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 17.9      54 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 17.9      54 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 17.9      54 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      55 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      55 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      58 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      58 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      58 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      60 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      60 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.3      62 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.8      65 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      66 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      67 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      74 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.6      75 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   49 19.5      79 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   49 19.5      79 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   49 19.5      79 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   49 19.5      79 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   49 19.5      79 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   49 19.5      79 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      79 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      79 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      79 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      79 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      79 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      80 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      80 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.5      81 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      81 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.1      81 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.1      81 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.1      82 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      83 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      91 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      92 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      94 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 17.5      94 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      95 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      96 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.5      99 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 127.2  bits: 30.4 E(): 0.042 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (22-55:178-210) 
 
                        10        20        30        40        50  
PAT___          SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
              60        70        80                                
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARN                                
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
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>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 96.3  bits: 22.5 E():  2.2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (17-76:4-64) 
 
               10        20        30        40             50      
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDR 
                       .::.  : .:. :...:.:  . :     :   :    .::..  
gi|513              AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQG 
                            10        20        30        40        
 
          60        70        80                                    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARN                                    
         : :    ...:: : :  :                                        
gi|513 QTWTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEY 
        50            60        70        80        90       100    
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 90.3  bits: 22.6 E():  4.8 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (9-59:42-98) 
 
                                     10             20         30   
PAT___                       SPERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
             40        50        60        70        80             
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN             
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  42 init1:  42 opt:  63  Z-score: 90.0  bits: 23.5 E():  4.9 
Smith-Waterman score: 63; 30.2% identity (48.8% similar) in 43 aa overlap (38-80:113-154) 
 
        10        20        30        40        50        60        
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
        70        80                                                
PAT___ AGIAYAGPWKARN                                                
        ..  .  :   :                                                
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (9-59:228-284) 
 
                                     10             20         30   
PAT___                       SPERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
             40        50        60        70        80             
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN             
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  41 init1:  41 opt:  61  Z-score: 86.9  bits: 22.9 E():  7.3 
Smith-Waterman score: 61; 30.2% identity (48.8% similar) in 43 aa overlap (38-80:113-154) 
 
        10        20        30        40        50        60        
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
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gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
        70        80                                                
PAT___ AGIAYAGPWKARN                                                
        ..  .  :   :                                                
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.7  bits: 22.1 E():  7.5 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (35-70:29-64) 
 
           10        20        30        40        50        60     
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::   .  ..  :::. :: .:  :  : . 
gi|219   MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD 
                 10        20        30        40        50         
 
           70        80                                             
PAT___ GVVAGIAYAGPWKARN                                             
        :  :.                                                       
gi|219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK 
       60        70        80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.0  bits: 21.4 E():  9.4 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:21-62) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|221           NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                         10        20           30        40        
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
        : ::     .:   :.  :                                         
gi|221 IESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGY 
        50             60        70        80        90       100   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 82.9  bits: 22.0 E():   12 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (33-78:262-307) 
 
             10        20        30        40        50        60   
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
             70         80                                          
PAT___ VEGVVAGIAYA-GPWKARN                                          
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.4  bits: 21.6 E():   13 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:79-98) 
 
       10        20        30        40        50        60         
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
       70        80                                                 
PAT___ GIAYAGPWKARN                                                 
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
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      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (44-70:83-110) 
 
            20        30        40        50         60        70   
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
             80                                 
PAT___ AGPWKARN                                 
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 19.6 E():   15 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (40-57:7-24) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (7-57:64-114) 
 
                                       10        20        30       
PAT___                         SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
          40        50        60        70        80                
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN                
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (20-58:6-44) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                          .  :.   :  .:.:....:.   .: ..   :: . :.   
gi|170               MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQ 
                             10        20        30        40       
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
                                                                    
gi|170 QPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQP 
         50        60        70        80        90       100       
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:19-60) 
 
               10        20        30        40        50        60 
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PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|571             MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                           10        20           30        40      
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
        : ::     .:   :.  :                                         
gi|571 IESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGY 
          50             60        70        80        90       100 
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:19-60) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|199             MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                           10        20           30        40      
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
        : ::     .:   :.  :                                         
gi|199 IESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGY 
          50             60        70        80        90       100 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.3  bits: 20.5 E():   17 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (6-75:39-115) 
 
                                        10        20        30      
PAT___                          SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
              40        50            60        70        80        
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARN        
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:19-60) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     :...::   : :.:   ...::. . :    
gi|213             MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNR 
                           10        20           30        40      
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
        : ::     .:   :.  :                                         
gi|213 IESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGY 
          50             60        70        80        90       100 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (41-75:109-143) 
 
               20        30        40        50        60        70 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
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               80                       
PAT___ AYAGPWKARN                       
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (24-64:25-65) 
 
                10        20        30        40        50          
PAT___  SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ VAEVEGVVAGIAYAGPWKARN                                        
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (12-33:3-24) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                  :.:::.. : : .:: :.   :                            
gi|394          VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQ 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
                                                                    
gi|394 NSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVV 
              60        70        80        90       100       110  
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.2  bits: 21.6 E():   22 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (11-33:326-348) 
 
                                   10        20        30        40 
PAT___                     SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
               50        60        70        80                     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN                     
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (12-33:14-35) 
 
                 10        20        30        40        50         
PAT___   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ LVAEVEGVVAGIAYAGPWKARN                                       
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (3-61:97-154) 
 
                                           10        20        30   
PAT___                             SPERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
              40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
       :... :  .. .:    : .: . :  :::                    
gi|444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN              
        130       140       150         160              
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.3  bits: 19.2 E():   29 
Smith-Waterman score: 50; 26.8% identity (47.9% similar) in 71 aa overlap (12-75:13-82) 
 
                10        20        30               40        50   
PAT___  SPERRPVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARN                                 
       :.:    . :... . :.    :                                      
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 19.2 E():   29 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (12-33:13-34) 
 
                10        20        30        40        50          
PAT___  SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ VAEVEGVVAGIAYAGPWKARN                                        
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (49-77:32-61) 
 
       20        30        40        50        60         70        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
        80                                                  
PAT___ ARN                                                  
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (39-58:113-130) 
 
       10        20        30        40        50        60         
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
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gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
       70        80                                                 
PAT___ GIAYAGPWKARN                                                 
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (3-56:97-151) 
 
                                           10        20        30   
PAT___                             SPERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
              40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
       :... :  .. .:    : .: . :                         
gi|444 VEIKEEDVKAGKEKATGLFKLIENYLAANPDACN                
        130       140       150       160                
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (3-61:97-154) 
 
                                           10        20        30   
PAT___                             SPERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
              40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
       :... :  .. .:    : .: . :  :::                    
gi|444 VEIKEEDVRAGKEKATGLFKLIENY--LVANPDAYN              
        130       140       150         160              
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (16-45:195-223) 
 
                              10        20        30        40      
PAT___                SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
          50        60        70        80          
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN          
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 19.3 E():   35 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:116-126) 
 
                                   10        20        30        40 
PAT___                     SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
               50        60        70        80               
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN               
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
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         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 19.4 E():   37 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (44-67:47-70) 
 
            20        30        40        50        60        70    
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
            80                                                      
PAT___ GPWKARN                                                      
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (17-76:11-71) 
 
               10        20        30        40             50      
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDR 
                       ..:.  :  :. :...:.:  . :     :   :    .::..  
gi|384       MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQG 
                     10        20        30        40        50     
 
          60        70        80                                    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARN                                    
         : :    ...:: : :  :                                        
gi|384 QTWTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEY 
               60        70        80        90       100       110 
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:142-152) 
 
                                   10        20        30        40 
PAT___                     SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
               50        60        70        80               
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN               
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:142-152) 
 
                                   10        20        30        40 
PAT___                     SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
               50        60        70        80               
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN               
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (17-76:11-71) 
 
               10        20        30        40             50      
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PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDR 
                       ..:.  :  :. :...:.:  . :     :   :    .::..  
gi|384       MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQG 
                     10        20        30        40        50     
 
          60        70        80                                    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARN                                    
         : :    ...:: : :  :                                        
gi|384 QTWTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEY 
               60        70        80        90       100       110 
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (17-76:11-71) 
 
               10        20        30        40             50      
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDR 
                       .::.  :  :. :...:.:  . :     :   :    .::..  
gi|908       MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQG 
                     10        20        30        40        50     
 
          60        70        80                                    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARN                                    
         : :    ...:: : :  :                                        
gi|908 QTWTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEY 
               60        70        80        90       100       110 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.0 E():   42 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (49-77:162-190) 
 
       20        30        40        50        60        70         
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
       80 
PAT___ RN 
          
gi|223 VQ 
          
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (12-34:14-36) 
 
                 10        20        30        40        50         
PAT___   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ LVAEVEGVVAGIAYAGPWKARN                                       
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (36-57:71-92) 
 
          10        20        30        40        50        60      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
          70        80                                              
PAT___ VVAGIAYAGPWKARN                                              
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gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (13-39:66-92) 
 
                                 10        20        30        40   
PAT___                   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
             50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                              
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                
         100       110                        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:142-152) 
 
                                   10        20        30        40 
PAT___                     SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
               50        60        70        80               
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN               
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.1  bits: 19.6 E():   49 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (39-59:121-141) 
 
       10        20        30        40        50        60         
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
       70        80                                                 
PAT___ GIAYAGPWKARN                                                 
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 71.9  bits: 19.2 E():   50 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (20-58:6-44) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                          .  :.   :  .:.:....:..  .: ..    : . :.   
gi|170               MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQ 
                             10        20        30        40       
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
                                                                    
gi|170 QPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQP 
         50        60        70        80        90       100       
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (36-57:111-130) 
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          10        20        30        40        50        60      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
          70        80 
PAT___ VVAGIAYAGPWKARN 
                       
gi|741 FSTLG           
      140              
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (2-43:124-167) 
 
                                            10        20        30  
PAT___                              SPERRPVEIRPATAADMAAVCDIVNHYIET- 
                                     :.  :. .  .:::....: : ..  .:.  
gi|269 RVILSLAPGNYSEKVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTV-DSATLIVESN 
           100       110       120       130       140        150   
 
                 40        50        60        70        80         
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN         
         :.::..   ..:.                                              
gi|269 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD 
            160       170       180       190       200       210   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (2-43:124-167) 
 
                                            10        20        30  
PAT___                              SPERRPVEIRPATAADMAAVCDIVNHYIET- 
                                     :.  :. .  .:::....: : ..  .:.  
gi|682 RVILSFSPGNYSEKVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTV-DSATLIVESN 
           100       110       120       130       140        150   
 
                 40        50        60        70        80         
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN         
         :.::..   ..:.                                              
gi|682 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD 
            160       170       180       190       200       210   
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:85-109) 
 
                                     10        20         30        
PAT___                       SPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
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gi|506 K                                           
                                                   
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:85-109) 
 
                                     10        20         30        
PAT___                       SPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                                   
gi|384 K                                           
                                                   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:85-109) 
 
                                     10        20         30        
PAT___                       SPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                                   
gi|144 K                                           
                                                   
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (43-69:68-92) 
 
             20        30        40        50        60        70   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
             80                                                     
PAT___ AGPWKARN                                                     
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (43-71:69-95) 
 
             20        30        40        50        60        70   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             80                                                     
PAT___ AGPWKARN                                                     
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (43-71:69-95) 
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             20        30        40        50        60        70   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             80                                                     
PAT___ AGPWKARN                                                     
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (43-71:69-95) 
 
             20        30        40        50        60        70   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             80                                                     
PAT___ AGPWKARN                                                     
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (38-57:108-126) 
 
        10        20        30        40        50        60        
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
        70        80 
PAT___ AGIAYAGPWKARN 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (13-33:5-25) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                   : .:   .::: .:.. ....                            
gi|144         MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMK 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ AEVEGVVAGIAYAGPWKARN                                         
                                                                    
gi|144 DFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTP 
             60        70        80        90       100       110   
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (31-54:101-124) 
 
               10        20        30        40        50        60 
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
               70        80 
PAT___ AEVEGVVAGIAYAGPWKARN 
                            
gi|288 L                    
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (40-57:721-738) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.3  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (40-57:736-753) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (7-57:64-114) 
 
                                       10        20        30       
PAT___                         SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
          40        50        60        70        80                
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN                
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (33-80:1-40) 
 
             10        20        30        40        50        60   
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..::   : :.:   ...::. . :    : 
gi|224                               ISFR---QQPEENACQFQRLNAQRPDNRIE 
                                                10        20        
 
             70        80                                           
PAT___ VEGVVAGIAYAGPWKARN                                           
        ::     .:   :.  :                                           
gi|224 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
        30             40        50        60        70        80   
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (21-75:91-153) 
 
                         10        20        30         40          
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PAT___           SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
            50        60         70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARN 
           :.::     : .  ... . :.:. :  :      
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY  
              130       140       150         
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (8-21:25-38) 
 
                                10        20        30        40    
PAT___                  SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN                        
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.8  bits: 20.3 E():   74 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (35-57:153-175) 
 
           10        20        30        40        50        60     
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
           70        80                                             
PAT___ GVVAGIAYAGPWKARN                                             
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (7-53:12-55) 
 
                    10        20        30        40        50      
PAT___      SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
          60        70        80                                    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARN                                    
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 24.3% identity (51.4% similar) in 70 aa overlap (1-59:435-504) 
 
                                             10         20          
PAT___                               SPERRPVEIRPATAADMA-AVC---DIVNH 
                                     ::..  .. .:.:. :   ..:   : .   
gi|476 GKPASCVDKNARGFYSGRLIPTCKNLRPGPSPKEFELQQQPTTVMDENKGACAKGDSTCI 
          410       420       430       440       450       460     
 
         30             40        50          60        70          
PAT___ YIETSTVNFRT-----EPQTPQEWIDDLERLQDRYP--WLVAEVEGVVAGIAYAGPWKAR 
        . .:  : ..     .:  :.  :   .. :: ::  :.                     
gi|476 SLSSSPPNCKNKCKGCQPCKPKLIIVHPNKPQDYYPQKWVCSCHNKIYNP           
          470       480       490       500       510               
 
      80 
PAT___ N 
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>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
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PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134) 
 
         30        40        50        60        70          80     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN     
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159) 
 
      10        20        30        40        50        60          
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PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ IAYAGPWKARN                                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (10-76:33-104) 
 
                                    10        20        30          
PAT___                      SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
      40        50          60            70        80         
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARN         
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (7-65:11-73) 
 
                   10        20            30        40        50   
PAT___     SPERRPVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARN                                 
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       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (39-72:158-190) 
 
       10        20        30        40        50        60         
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
       70        80                                                 
PAT___ GIAYAGPWKARN                                                 
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:89-113) 
 
                                     10        20         30        
PAT___                       SPERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                                   
gi|209 K                                           
                                                   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (28-67:87-126) 
 
                  10        20        30        40        50        
PAT___    SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
        60        70        80                                      
PAT___ WLVAEVEGVVAGIAYAGPWKARN                                      
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (28-67:87-126) 
 
                  10        20        30        40        50        
PAT___    SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
        60        70        80                                      
PAT___ WLVAEVEGVVAGIAYAGPWKARN                                      
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (16-69:94-145) 
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                              10        20            30        40  
PAT___                SPERRPVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
              50        60        70        80                      
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN                      
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (36-57:72-93) 
 
          10        20        30        40        50        60      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
          70        80                                              
PAT___ VVAGIAYAGPWKARN                                              
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (40-75:79-115) 
 
      10        20        30        40        50        60          
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
       70        80                        
PAT___ GIAYAGPWKARN                        
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:14-35) 
 
                 10        20        30        40        50         
PAT___   SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ LVAEVEGVVAGIAYAGPWKARN                                       
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (39-57:135-153) 
 
       10        20        30        40        50        60         
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
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       70        80                                                 
PAT___ GIAYAGPWKARN                                                 
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 44; 45.5% identity (90.9% similar) in 11 aa overlap (1-11:89-99) 
 
                                             10        20        30 
PAT___                               SPERRPVEIRPATAADMAAVCDIVNHYIET 
                                     .::..:.: .:                    
gi|738 PEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPA 
       60        70        80        90       100       110         
 
               40        50        60        70        80 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                                          
gi|738 APAEGEKPAEEEKPITEAAETATTEVPVEKTEE                  
      120       130       140       150                   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (49-65:32-48) 
 
       20        30        40        50        60        70         
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
       80                                                   
PAT___ RN                                                   
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (44-64:139-159) 
 
            20        30        40        50        60        70    
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
            80                                                      
PAT___ GPWKARN                                                      
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.3  bits: 17.5 E():   99 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (34-59:52-78) 
 
            10        20        30         40        50        60   
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
             70        80                                           
PAT___ VEGVVAGIAYAGPWKARN                                           
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
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 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 14.1 E(): 1e 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:1-14) 
 
           40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     ::. .: :.. : :   
gi|323                               GVLFNIQYVNYWFAP  
                                             10       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 3  - 82 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     5     0:== 
  30     9     2:*== 
  32    14     8:==*== 
  34    23    22:=======* 
  36    52    44:==============*=== 
  38    86    73:========================*==== 
  40   100   102:=================================* 
  42   151   125:=========================================*========= 
  44   137   137:=============================================* 
  46   109   140:=====================================         * 
  48   114   134:======================================      * 
  50   127   122:========================================*== 
  52   131   107:===================================*======== 
  54    91    92:==============================* 
  56    48    77:================         * 
  58    47    63:================    * 
  60    44    51:=============== * 
  62    38    41:=============* 
  64    49    33:==========*====== 
  66    22    26:========* 
  68    28    20:======*=== 
  70    16    16:=====* 
  72    10    12:===* 
  74     9    10:===* 
  76     5     8:==* 
  78     6     6:=* 
  80     7     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
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 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.35170.00332; mu= 16.4092 0.174 
 mean_var=41.463011.078, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.199179 
 Kolmogorov-Smirnov  statistic: 0.0432 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.4   0.041 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.5     2.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.6     4.8 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   63 23.5     4.9 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 22.9     6.8 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   61 22.9     7.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.1     7.5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.4     9.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.0      12 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.6      13 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.4      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.6      15 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.3      16 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.0      17 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.8      17 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.8      17 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.5      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.8      17 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.8      21 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.4      22 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.4      22 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.6      23 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.5      23 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.5      24 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   51 19.5      25 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.2      29 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.8      30 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.1      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   50 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 19.2      30 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.8      35 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.3      35 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.4      38 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.4      38 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.4      38 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.4      38 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.4      38 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.4      38 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.0      42 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.6      43 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.5      44 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.2      45 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.1      46 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      49 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      50 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.3      51 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   50 19.6      52 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   50 19.6      52 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 17.9      54 
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gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 17.9      54 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 17.9      54 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   51 20.1      54 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      55 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      55 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      59 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      59 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      59 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      60 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      61 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.3      63 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.8      65 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      66 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      67 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      74 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.6      75 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   49 19.5      80 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   49 19.5      80 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   49 19.5      80 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   49 19.5      80 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   49 19.5      80 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      80 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      80 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      80 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      80 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      80 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      80 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      80 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      81 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.5      81 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.1      82 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.1      82 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.1      83 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      83 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      91 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      93 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.3      94 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      95 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   48 19.2      96 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      97 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1   1e 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.5   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 127.3  bits: 30.4 E(): 0.041 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (21-54:178-210) 
 
                         10        20        30        40        50 
PAT___           PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
               60        70        80                               
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNA                               
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 96.3  bits: 22.5 E():  2.2 
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Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (16-75:4-64) 
 
               10        20        30        40             50      
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRY 
                      .::.  : .:. :...:.:  . :     :   :    .::..   
gi|513             AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQ 
                           10        20        30        40         
 
          60        70        80                                    
PAT___ PWLVAEVEGVVAGIAYAGPWKARNA                                    
        : :    ...:: : :  :                                         
gi|513 TWTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYT 
       50            60        70        80        90       100     
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 90.3  bits: 22.6 E():  4.8 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (8-58:42-98) 
 
                                      10             20         30  
PAT___                        PERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
              40        50        60        70        80            
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA            
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  42 init1:  42 opt:  63  Z-score: 90.1  bits: 23.5 E():  4.9 
Smith-Waterman score: 63; 30.2% identity (48.8% similar) in 43 aa overlap (37-79:113-154) 
 
         10        20        30        40        50        60       
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
         70        80                                               
PAT___ AGIAYAGPWKARNA                                               
        ..  .  :   :                                                
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (8-58:228-284) 
 
                                      10             20         30  
PAT___                        PERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
              40        50        60        70        80            
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA            
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  41 init1:  41 opt:  61  Z-score: 87.0  bits: 22.9 E():  7.3 
Smith-Waterman score: 61; 30.2% identity (48.8% similar) in 43 aa overlap (37-79:113-154) 
 
         10        20        30        40        50        60       
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
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         70        80                                               
PAT___ AGIAYAGPWKARNA                                               
        ..  .  :   :                                                
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.7  bits: 22.1 E():  7.5 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (34-69:29-64) 
 
            10        20        30        40        50        60    
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::   .  ..  :::. :: .:  :  : . 
gi|219   MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD 
                 10        20        30        40        50         
 
            70        80                                            
PAT___ GVVAGIAYAGPWKARNA                                            
        :  :.                                                       
gi|219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK 
       60        70        80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.0  bits: 21.4 E():  9.4 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (30-79:21-62) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                                    :...::   : :.:   ...::. . :     
gi|221          NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRI 
                        10        20           30        40         
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
       : ::     .:   :.  :                                          
gi|221 ESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYF 
       50             60        70        80        90       100    
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 82.9  bits: 22.0 E():   12 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (32-77:262-307) 
 
              10        20        30        40        50        60  
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
              70         80                                         
PAT___ VEGVVAGIAYA-GPWKARNA                                         
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.4  bits: 21.6 E():   13 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:79-98) 
 
        10        20        30        40        50        60        
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
        70        80                                                
PAT___ GIAYAGPWKARNA                                                
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (43-69:83-110) 
 
             20        30        40        50         60        70  
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
              80                                
PAT___ AGPWKARNA                                
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 19.6 E():   15 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (39-56:7-24) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (6-56:64-114) 
 
                                        10        20        30      
PAT___                          PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
           40        50        60        70        80               
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA               
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (19-57:6-44) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                         .  :.   :  .:.:....:.   .: ..   :: . :.    
gi|170              MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQ 
                            10        20        30        40        
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
                                                                    
gi|170 PQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQ 
        50        60        70        80        90       100        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (30-79:19-60) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                                    :...::   : :.:   ...::. . :     
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gi|571            MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRI 
                          10        20           30        40       
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
       : ::     .:   :.  :                                          
gi|571 ESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYF 
         50             60        70        80        90       100  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (30-79:19-60) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                                    :...::   : :.:   ...::. . :     
gi|199            MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRI 
                          10        20           30        40       
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
       : ::     .:   :.  :                                          
gi|199 ESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYF 
         50             60        70        80        90       100  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.4  bits: 20.5 E():   17 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (5-74:39-115) 
 
                                         10        20        30     
PAT___                           PERRPVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
               40        50            60        70        80       
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNA       
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (30-79:19-60) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                                    :...::   : :.:   ...::. . :     
gi|213            MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRI 
                          10        20           30        40       
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
       : ::     .:   :.  :                                          
gi|213 ESEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYF 
         50             60        70        80        90       100  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (40-74:109-143) 
 
      10        20        30        40        50        60          
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
      70        80                      
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PAT___ AYAGPWKARNA                      
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (23-63:25-65) 
 
                 10        20        30        40        50         
PAT___   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ VAEVEGVVAGIAYAGPWKARNA                                       
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (11-32:3-24) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                 :.:::.. : : .:: :.   :                             
gi|394         VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQN 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
                                                                    
gi|394 SNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVV 
             60        70        80        90       100       110   
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.1  bits: 21.6 E():   23 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (10-32:326-348) 
 
                                    10        20        30          
PAT___                      PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
      40        50        60        70        80                    
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA                    
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.8  bits: 19.5 E():   23 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (11-80:13-88) 
 
                 10        20        30               40        50  
PAT___   PERRPVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNA                                
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 19.5 E():   24 
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Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (11-32:14-35) 
 
                  10        20        30        40        50        
PAT___    PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ LVAEVEGVVAGIAYAGPWKARNA                                      
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (2-60:97-154) 
 
                                            10        20        30  
PAT___                              PERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
               40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
       :... :  .. .:    : .: . :  :::                     
gi|444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN               
        130       140       150         160               
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 19.2 E():   29 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (11-32:13-34) 
 
                 10        20        30        40        50         
PAT___   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ VAEVEGVVAGIAYAGPWKARNA                                       
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (48-76:32-61) 
 
        20        30        40        50        60         70       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
         80                                                 
PAT___ ARNA                                                 
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (38-57:113-130) 
 
        10        20        30        40        50        60        
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
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        70        80                                                
PAT___ GIAYAGPWKARNA                                                
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (2-55:97-151) 
 
                                            10        20        30  
PAT___                              PERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
               40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
       :... :  .. .:    : .: . :                          
gi|444 VEIKEEDVKAGKEKATGLFKLIENYLAANPDACN                 
        130       140       150       160                 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (2-60:97-154) 
 
                                            10        20        30  
PAT___                              PERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
               40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
       :... :  .. .:    : .: . :  :::                     
gi|444 VEIKEEDVRAGKEKATGLFKLIENY--LVANPDAYN               
        130       140       150         160               
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (15-44:195-223) 
 
                               10        20        30        40     
PAT___                 PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
           50        60        70        80         
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA         
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 19.3 E():   35 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:116-126) 
 
                                    10        20        30          
PAT___                      PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
      40        50        60        70        80              
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA              
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
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>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (43-66:47-70) 
 
             20        30        40        50        60        70   
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
             80                                                     
PAT___ GPWKARNA                                                     
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (16-75:11-71) 
 
               10        20        30        40             50      
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRY 
                      ..:.  :  :. :...:.:  . :     :   :    .::..   
gi|384      MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQ 
                    10        20        30        40        50      
 
          60        70        80                                    
PAT___ PWLVAEVEGVVAGIAYAGPWKARNA                                    
        : :    ...:: : :  :                                         
gi|384 TWTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYT 
              60        70        80        90       100       110  
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:142-152) 
 
                                    10        20        30          
PAT___                      PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
      40        50        60        70        80              
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA              
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:142-152) 
 
                                    10        20        30          
PAT___                      PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
      40        50        60        70        80              
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA              
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (16-75:11-71) 
 
               10        20        30        40             50      
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRY 
                      ..:.  :  :. :...:.:  . :     :   :    .::..   
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gi|384      MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQ 
                    10        20        30        40        50      
 
          60        70        80                                    
PAT___ PWLVAEVEGVVAGIAYAGPWKARNA                                    
        : :    ...:: : :  :                                         
gi|384 TWTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYT 
              60        70        80        90       100       110  
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (16-75:11-71) 
 
               10        20        30        40             50      
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRY 
                      .::.  :  :. :...:.:  . :     :   :    .::..   
gi|908      MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQ 
                    10        20        30        40        50      
 
          60        70        80                                    
PAT___ PWLVAEVEGVVAGIAYAGPWKARNA                                    
        : :    ...:: : :  :                                         
gi|908 TWTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYT 
              60        70        80        90       100       110  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.0 E():   42 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (48-76:162-190) 
 
        20        30        40        50        60        70        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
        80 
PAT___ RNA 
           
gi|223 VQ  
           
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (11-33:14-36) 
 
                  10        20        30        40        50        
PAT___    PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ LVAEVEGVVAGIAYAGPWKARNA                                      
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (35-56:71-92) 
 
           10        20        30        40        50        60     
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
           70        80                                             
PAT___ VVAGIAYAGPWKARNA                                             
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
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              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (12-38:66-92) 
 
                                  10        20        30        40  
PAT___                    PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
              50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                               
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                 
         100       110                         
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:142-152) 
 
                                    10        20        30          
PAT___                      PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
      40        50        60        70        80              
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA              
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (38-58:121-141) 
 
        10        20        30        40        50        60        
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
        70        80                                                
PAT___ GIAYAGPWKARNA                                                
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 71.9  bits: 19.2 E():   50 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (19-57:6-44) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                         .  :.   :  .:.:....:..  .: ..    : . :.    
gi|170              MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQ 
                            10        20        30        40        
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
                                                                    
gi|170 PQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQ 
        50        60        70        80        90       100        
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (35-56:111-130) 
 
           10        20        30        40        50        60     
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PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
           70        80 
PAT___ VVAGIAYAGPWKARNA 
                        
gi|741 FSTLG            
      140               
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (1-42:124-167) 
 
                                             10        20           
PAT___                               PERRPVEIRPATAADMAAVCDIVNHYIET- 
                                     :.  :. .  .:::....: : ..  .:.  
gi|269 RVILSLAPGNYSEKVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTV-DSATLIVESN 
           100       110       120       130       140        150   
 
        30        40        50        60        70        80        
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA        
         :.::..   ..:.                                              
gi|269 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD 
            160       170       180       190       200       210   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (1-42:124-167) 
 
                                             10        20           
PAT___                               PERRPVEIRPATAADMAAVCDIVNHYIET- 
                                     :.  :. .  .:::....: : ..  .:.  
gi|682 RVILSFSPGNYSEKVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTV-DSATLIVESN 
           100       110       120       130       140        150   
 
        30        40        50        60        70        80        
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA        
         :.::..   ..:.                                              
gi|682 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD 
            160       170       180       190       200       210   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:85-109) 
 
                                      10        20         30       
PAT___                        PERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                                    
gi|144 K                                            
                                                    
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:85-109) 
 
                                      10        20         30       
PAT___                        PERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
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gi|506 K                                            
                                                    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:85-109) 
 
                                      10        20         30       
PAT___                        PERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                                    
gi|384 K                                            
                                                    
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (42-68:68-92) 
 
              20        30        40        50        60        70  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
              80                                                    
PAT___ AGPWKARNA                                                    
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (42-70:69-95) 
 
              20        30        40        50        60        70  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              80                                                    
PAT___ AGPWKARNA                                                    
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (42-70:69-95) 
 
              20        30        40        50        60        70  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
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                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              80                                                    
PAT___ AGPWKARNA                                                    
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (42-70:69-95) 
 
              20        30        40        50        60        70  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              80                                                    
PAT___ AGPWKARNA                                                    
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (37-56:108-126) 
 
         10        20        30        40        50        60       
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
         70        80 
PAT___ AGIAYAGPWKARNA 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (12-32:5-25) 
 
               10        20        30        40        50        60 
PAT___ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA 
                  : .:   .::: .:.. ....                             
gi|144        MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKD 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ EVEGVVAGIAYAGPWKARNA                                         
                                                                    
gi|144 FDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPG 
            60        70        80        90       100       110    
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (30-53:101-124) 
 
                10        20        30        40        50          
PAT___  PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
      60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNA 
                             
gi|288 L                     
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (39-56:721-738) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.3  bits: 20.6 E():   61 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (39-56:736-753) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (6-56:64-114) 
 
                                        10        20        30      
PAT___                          PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
           40        50        60        70        80               
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA               
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (32-79:1-40) 
 
              10        20        30        40        50        60  
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..::   : :.:   ...::. . :    : 
gi|224                               ISFR---QQPEENACQFQRLNAQRPDNRIE 
                                                10        20        
 
              70        80                                          
PAT___ VEGVVAGIAYAGPWKARNA                                          
        ::     .:   :.  :                                           
gi|224 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
        30             40        50        60        70        80   
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (20-74:91-153) 
 
                          10        20        30         40         
PAT___            PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
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gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
             50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNA 
           :.::     : .  ... . :.:. :  :       
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY   
              130       140       150          
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (7-20:25-38) 
 
                                 10        20        30        40   
PAT___                   PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA                       
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.7  bits: 20.3 E():   74 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (34-56:153-175) 
 
            10        20        30        40        50        60    
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
            70        80                                            
PAT___ GVVAGIAYAGPWKARNA                                            
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (6-52:12-55) 
 
                     10        20        30        40        50     
PAT___       PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
           60        70        80                                   
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNA                                   
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
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gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
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>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134) 
 
          30        40        50        60        70          80    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA    
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (9-75:33-104) 
 
                                     10        20        30         
PAT___                       PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
       40        50          60            70        80        
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNA        
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
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       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       70        80                                                 
PAT___ IAYAGPWKARNA                                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (6-64:11-73) 
 
                    10        20            30        40        50  
PAT___      PERRPVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNA                                
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:89-113) 
 
                                      10        20         30       
PAT___                        PERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
         40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                                    
gi|209 K                                            
                                                    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 84



 

 

 initn:  44 init1:  44 opt:  49  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (38-71:158-190) 
 
        10        20        30        40        50        60        
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
        70        80                                                
PAT___ GIAYAGPWKARNA                                                
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (27-66:87-126) 
 
                   10        20        30        40        50       
PAT___     PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
         60        70        80                                     
PAT___ WLVAEVEGVVAGIAYAGPWKARNA                                     
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (27-66:87-126) 
 
                   10        20        30        40        50       
PAT___     PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
         60        70        80                                     
PAT___ WLVAEVEGVVAGIAYAGPWKARNA                                     
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (15-68:94-145) 
 
                               10        20            30        40 
PAT___                 PERRPVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
               50        60        70        80                     
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA                     
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (35-56:72-93) 
 
           10        20        30        40        50        60     
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
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              50        60        70        80        90       100  
 
           70        80                                             
PAT___ VVAGIAYAGPWKARNA                                             
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (39-74:79-115) 
 
       10        20        30        40        50        60         
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
        70        80                       
PAT___ GIAYAGPWKARNA                       
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:14-35) 
 
                  10        20        30        40        50        
PAT___    PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ LVAEVEGVVAGIAYAGPWKARNA                                      
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (38-56:135-153) 
 
        10        20        30        40        50        60        
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        70        80                                                
PAT___ GIAYAGPWKARNA                                                
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (48-64:32-48) 
 
        20        30        40        50        60        70        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
        80                                                  
PAT___ RNA                                                  
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
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>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (38-80:97-137) 
 
        10        20        30        40        50        60        
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
        70        80                                                
PAT___ GIAYAGPWKARNA                                                
         ::  : : .:.                                                
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (43-63:139-159) 
 
             20        30        40        50        60        70   
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
             80                                                     
PAT___ GPWKARNA                                                     
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 14.1 E(): 1e 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:1-14) 
 
            40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     ::. .: :.. : :    
gi|323                               GVLFNIQYVNYWFAP   
                                             10        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (33-58:52-78) 
 
             10        20        30         40        50        60  
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
              70        80                                          
PAT___ VEGVVAGIAYAGPWKARNA                                          
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011 
 Total Scan time:  0.070 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 4  - 83 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     9     2:*== 
  32    17     8:==*=== 
  34    22    22:=======* 
  36    49    44:==============*== 
  38    78    73:========================*= 
  40   113   102:=================================*==== 
  42   152   125:=========================================*========= 
  44   131   137:============================================ * 
  46   127   140:===========================================   * 
  48   110   134:=====================================       * 
  50   123   122:========================================* 
  52   128   107:===================================*======= 
  54    96    92:==============================*= 
  56    47    77:================         * 
  58    45    63:===============     * 
  60    39    51:=============   * 
  62    38    41:=============* 
  64    49    33:==========*====== 
  66    22    26:========* 
  68    29    20:======*=== 
  70    11    16:==== * 
  72    13    12:===*= 
  74     9    10:===* 
  76     4     8:==* 
  78     7     6:=*= 
  80     5     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.29980.00327; mu= 16.7340 0.172 
 mean_var=40.144910.605, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.202423 
 Kolmogorov-Smirnov  statistic: 0.0452 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
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The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.6   0.035 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.6       2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.7     4.4 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   63 23.6     4.5 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.0     6.3 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   61 23.1     6.8 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.2       7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.5     8.8 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.1      12 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.7      12 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.4      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.7      14 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.4      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.9      16 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.0      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.9      16 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.6      16 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.9      20 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.7      21 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.5      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.5      23 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   51 19.6      24 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      27 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.8      28 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.2      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   50 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 19.3      29 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.8      34 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.4      34 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.5      36 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.5      37 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.5      37 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.5      37 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.5      37 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.5      37 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.1      40 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      41 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.6      42 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.3      44 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.2      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      47 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      48 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      49 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   51 20.2      52 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      52 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      57 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      57 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      57 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      58 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.4      60 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.9      63 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      64 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      71 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.7      73 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      77 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      77 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   49 19.6      77 
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gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   49 19.6      77 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   49 19.6      77 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      77 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      77 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      77 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      77 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      77 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      77 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      78 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      78 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.6      78 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.2      79 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.2      79 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      79 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.2      80 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      81 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      90 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      91 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      92 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   48 19.3      93 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      94 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      94 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.7   1e 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 128.6  bits: 30.6 E(): 0.035 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (20-53:178-210) 
 
                          10        20        30        40          
PAT___            ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
      50        60        70        80                              
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY                              
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.0  bits: 22.6 E():    2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (15-74:4-64) 
 
               10        20        30        40             50      
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP 
                     .::.  : .:. :...:.:  . :     :   :    .::..    
gi|513            AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQT 
                          10        20        30        40          
 
          60        70        80                                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAY                                    
       : :    ...:: : :  :                                          
gi|513 WTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQ 
      50            60        70        80        90       100      
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 90.9  bits: 22.7 E():  4.4 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (7-57:42-98) 
 
                                       10             20         30 
PAT___                         ERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
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              20        30        40        50        60        70  
 
               40        50        60        70        80           
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY           
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  42 init1:  42 opt:  63  Z-score: 90.7  bits: 23.6 E():  4.5 
Smith-Waterman score: 63; 30.2% identity (48.8% similar) in 43 aa overlap (36-78:113-154) 
 
          10        20        30        40        50        60      
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
          70        80                                              
PAT___ AGIAYAGPWKARNAY                                              
        ..  .  :   :                                                
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (7-57:228-284) 
 
                                       10             20         30 
PAT___                         ERRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
               40        50        60        70        80           
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY           
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  41 init1:  41 opt:  61  Z-score: 87.6  bits: 23.1 E():  6.8 
Smith-Waterman score: 61; 30.2% identity (48.8% similar) in 43 aa overlap (36-78:113-154) 
 
          10        20        30        40        50        60      
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
          70        80                                              
PAT___ AGIAYAGPWKARNAY                                              
        ..  .  :   :                                                
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.3  bits: 22.2 E():    7 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (33-68:29-64) 
 
             10        20        30        40        50        60   
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::   .  ..  :::. :: .:  :  : . 
gi|219   MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD 
                 10        20        30        40        50         
 
             70        80                                           
PAT___ GVVAGIAYAGPWKARNAY                                           
        :  :.                                                       
gi|219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK 
       60        70        80        90       100       110         
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.5  bits: 21.5 E():  8.8 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:21-62) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                   :...::   : :.:   ...::. . :    : 
gi|221         NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIE 
                       10        20           30        40          
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
        ::     .:   :.  :                                           
gi|221 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
      50             60        70        80        90       100     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (31-76:262-307) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
               70         80                                        
PAT___ VEGVVAGIAYA-GPWKARNAY                                        
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.9  bits: 21.7 E():   12 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:79-98) 
 
         10        20        30        40        50        60       
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
         70        80                                               
PAT___ GIAYAGPWKARNAY                                               
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (42-68:83-110) 
 
              20        30        40         50        60        70 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
               80                               
PAT___ AGPWKARNAY                               
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 19.7 E():   14 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (38-55:7-24) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
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                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (5-55:64-114) 
 
                                         10        20        30     
PAT___                           ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
            40        50        60        70        80              
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY              
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:19-60) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                   :...::   : :.:   ...::. . :    : 
gi|571           MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIE 
                         10        20           30        40        
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
        ::     .:   :.  :                                           
gi|571 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
        50             60        70        80        90       100   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:19-60) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                   :...::   : :.:   ...::. . :    : 
gi|199           MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIE 
                         10        20           30        40        
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
        ::     .:   :.  :                                           
gi|199 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
        50             60        70        80        90       100   
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (18-56:6-44) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                        .  :.   :  .:.:....:.   .: ..   :: . :.     
gi|170             MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQP 
                           10        20        30        40         
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
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gi|170 QQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQ 
       50        60        70        80        90       100         
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:19-60) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                   :...::   : :.:   ...::. . :    : 
gi|213           MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIE 
                         10        20           30        40        
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
        ::     .:   :.  :                                           
gi|213 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
        50             60        70        80        90       100   
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (4-73:39-115) 
 
                                          10        20        30    
PAT___                            ERRPVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
                40        50            60        70        80      
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAY      
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 19.9 E():   20 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (39-73:109-143) 
 
       10        20        30        40        50        60         
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
       70        80                     
PAT___ AYAGPWKARNAY                     
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.6  bits: 21.7 E():   21 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (9-31:326-348) 
 
                                     10        20        30         
PAT___                       ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
       40        50        60        70        80                   
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY                   
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (22-62:25-65) 
 
                  10        20        30        40        50        
PAT___    ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ VAEVEGVVAGIAYAGPWKARNAY                                      
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (10-31:3-24) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                :.:::.. : : .:: :.   :                              
gi|394        VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNS 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
                                                                    
gi|394 NAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVT 
            60        70        80        90       100       110    
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.2  bits: 19.5 E():   22 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (10-79:13-88) 
 
                  10        20        30               40        50 
PAT___    ERRPVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAY                               
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (10-31:14-35) 
 
                   10        20        30        40        50       
PAT___     ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ LVAEVEGVVAGIAYAGPWKARNAY                                     
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (1-59:97-154) 
 
                                             10        20        30 
PAT___                               ERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
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         70        80        90       100       110       120       
 
                40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
       :... :  .. .:    : .: . :  :::                      
gi|444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN                
        130       140       150         160                
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:13-34) 
 
                  10        20        30        40        50        
PAT___    ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ VAEVEGVVAGIAYAGPWKARNAY                                      
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (47-75:32-61) 
 
         20        30        40        50        60         70      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
          80                                                
PAT___ ARNAY                                                
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (37-56:113-130) 
 
         10        20        30        40        50        60       
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
         70        80                                               
PAT___ GIAYAGPWKARNAY                                               
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (1-54:97-151) 
 
                                             10        20        30 
PAT___                               ERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
                40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
       :... :  .. .:    : .: . :                           
gi|444 VEIKEEDVKAGKEKATGLFKLIENYLAANPDACN                  
        130       140       150       160                  
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>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (1-59:97-154) 
 
                                             10        20        30 
PAT___                               ERRPVEIRPATAADMAAVCDIVNHYIETST 
                                     :.   ::. ...:: ...   ...:  :.  
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGD 
         70        80        90       100       110       120       
 
                40        50        60        70        80 
PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
       :... :  .. .:    : .: . :  :::                      
gi|444 VEIKEEDVRAGKEKATGLFKLIENY--LVANPDAYN                
        130       140       150         160                
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (14-43:195-223) 
 
                                10        20        30        40    
PAT___                  ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
            50        60        70        80        
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY        
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:116-126) 
 
                                     10        20        30         
PAT___                       ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
       40        50        60        70        80             
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY             
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (42-65:47-70) 
 
              20        30        40        50        60        70  
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
              80                                                    
PAT___ GPWKARNAY                                                    
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (15-74:11-71) 
 
               10        20        30        40             50      
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP 
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                     ..:.  :  :. :...:.:  . :     :   :    .::..    
gi|384     MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQT 
                   10        20        30        40        50       
 
          60        70        80                                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAY                                    
       : :    ...:: : :  :                                          
gi|384 WTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQ 
             60        70        80        90       100       110   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:142-152) 
 
                                     10        20        30         
PAT___                       ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
       40        50        60        70        80             
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY             
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:142-152) 
 
                                     10        20        30         
PAT___                       ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
       40        50        60        70        80             
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY             
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (15-74:11-71) 
 
               10        20        30        40             50      
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP 
                     ..:.  :  :. :...:.:  . :     :   :    .::..    
gi|384     MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQT 
                   10        20        30        40        50       
 
          60        70        80                                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAY                                    
       : :    ...:: : :  :                                          
gi|384 WTV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQ 
             60        70        80        90       100       110   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (15-74:11-71) 
 
               10        20        30        40             50      
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP 
                     .::.  :  :. :...:.:  . :     :   :    .::..    
gi|908     MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQT 
                   10        20        30        40        50       
 
          60        70        80                                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAY                                    
       : :    ...:: : :  :                                          
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gi|908 WTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQ 
             60        70        80        90       100       110   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.1 E():   40 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (47-75:162-190) 
 
         20        30        40        50        60        70       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
         80 
PAT___ RNAY 
            
gi|223 VQ   
            
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (10-32:14-36) 
 
                   10        20        30        40        50       
PAT___     ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ LVAEVEGVVAGIAYAGPWKARNAY                                     
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (34-55:71-92) 
 
            10        20        30        40        50        60    
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
            70        80                                            
PAT___ VVAGIAYAGPWKARNAY                                            
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (11-37:66-92) 
 
                                   10        20        30        40 
PAT___                     ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
               50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                                
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                  
         100       110                          
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:142-152) 
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                                     10        20        30         
PAT___                       ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
       40        50        60        70        80             
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY             
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (37-57:121-141) 
 
         10        20        30        40        50        60       
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
         70        80                                               
PAT___ GIAYAGPWKARNAY                                               
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (18-56:6-44) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                        .  :.   :  .:.:....:..  .: ..    : . :.     
gi|170             MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQP 
                           10        20        30        40         
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
                                                                    
gi|170 QQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQ 
       50        60        70        80        90       100         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (34-55:111-130) 
 
            10        20        30        40        50        60    
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
            70        80 
PAT___ VVAGIAYAGPWKARNAY 
                         
gi|741 FSTLG             
      140                
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:85-109) 
 
                                       10        20         30      
PAT___                         ERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                                     
gi|384 K                                             
                                                     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:85-109) 
 
                                       10        20         30      
PAT___                         ERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                                     
gi|144 K                                             
                                                     
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:85-109) 
 
                                       10        20         30      
PAT___                         ERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                                     
gi|506 K                                             
                                                     
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (41-67:68-92) 
 
               20        30        40        50        60        70 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
               80                                                   
PAT___ AGPWKARNAY                                                   
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (41-69:69-95) 
 
               20        30        40        50        60        70 
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PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               80                                                   
PAT___ AGPWKARNAY                                                   
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (41-69:69-95) 
 
               20        30        40        50        60        70 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               80                                                   
PAT___ AGPWKARNAY                                                   
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (41-69:69-95) 
 
               20        30        40        50        60        70 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               80                                                   
PAT___ AGPWKARNAY                                                   
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (36-55:108-126) 
 
          10        20        30        40        50        60      
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
          70        80 
PAT___ AGIAYAGPWKARNAY 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (29-52:101-124) 
 
                 10        20        30        40        50         
PAT___   ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
       60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAY 
                              
gi|288 L                      
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>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (11-31:5-25) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                 : .:   .::: .:.. ....                              
gi|144       MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDF 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
                                                                    
gi|144 DEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPGQ 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.7  bits: 20.7 E():   57 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (38-55:721-738) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (38-55:736-753) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.3  bits: 19.4 E():   60 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (5-55:64-114) 
 
                                         10        20        30     
PAT___                           ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
            40        50        60        70        80              
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY              
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (31-78:1-40) 
 
               10        20        30        40        50        60 
PAT___ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ..::   : :.:   ...::. . :    : 
gi|224                               ISFR---QQPEENACQFQRLNAQRPDNRIE 
                                                10        20        
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
        ::     .:   :.  :                                           
gi|224 SEG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
        30             40        50        60        70        80   
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (19-73:91-153) 
 
                           10        20        30         40        
PAT___             ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
              50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAY 
           :.::     : .  ... . :.:. :  :        
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY    
              130       140       150           
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (6-19:25-38) 
 
                                  10        20        30        40  
PAT___                    ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY                      
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 20.4 E():   71 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (33-55:153-175) 
 
             10        20        30        40        50        60   
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
             70        80                                           
PAT___ GVVAGIAYAGPWKARNAY                                           
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (5-51:12-55) 
 
                      10        20        30        40        50    
PAT___        ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
            60        70        80                                  
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAY                                  
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gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 105



 

 

 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134) 
 
           30        40        50        60        70          80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY   
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
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        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   77 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        70        80                                                
PAT___ IAYAGPWKARNAY                                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (5-63:11-73) 
 
                     10        20            30        40        50 
PAT___       ERRPVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAY                               
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (8-74:33-104) 
 
                                      10        20        30        
PAT___                        ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
        40        50          60            70        80       
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAY       
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.2  bits: 19.6 E():   78 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (37-70:158-190) 
 
         10        20        30        40        50        60       
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
         70        80                                               
PAT___ GIAYAGPWKARNAY                                               
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (26-65:87-126) 
 
                    10        20        30        40        50      
PAT___      ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
          60        70        80                                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAY                                    
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (26-65:87-126) 
 
                    10        20        30        40        50      
PAT___      ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
          60        70        80                                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAY                                    
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.1  bits: 17.4 E():   79 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:89-113) 
 
                                       10        20         30      
PAT___                         ERRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
          40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                                     
gi|209 K                                             
                                                     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (14-67:94-145) 
 
                                10        20            30          
PAT___                  ERRPVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
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gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
      40        50        60        70        80                    
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY                    
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (34-55:72-93) 
 
            10        20        30        40        50        60    
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
            70        80                                            
PAT___ VVAGIAYAGPWKARNAY                                            
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (38-73:79-115) 
 
        10        20        30        40        50        60        
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
         70        80                      
PAT___ GIAYAGPWKARNAY                      
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:14-35) 
 
                   10        20        30        40        50       
PAT___     ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ LVAEVEGVVAGIAYAGPWKARNAY                                     
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (37-55:135-153) 
 
         10        20        30        40        50        60       
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ GIAYAGPWKARNAY                                               
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
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          170       180       190       200       210       220     
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (37-79:97-137) 
 
         10        20        30        40        50        60       
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
         70        80                                               
PAT___ GIAYAGPWKARNAY                                               
         ::  : : .:.                                                
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (47-63:32-48) 
 
         20        30        40        50        60        70       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
         80                                                 
PAT___ RNAY                                                 
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (42-62:139-159) 
 
              20        30        40        50        60        70  
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
              80                                                    
PAT___ GPWKARNAY                                                    
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (32-57:52-78) 
 
              10        20        30         40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
               70        80                                         
PAT___ VEGVVAGIAYAGPWKARNAY                                         
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 16.7 E(): 1e 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (7-35:62-90) 
 
                                       10        20        30       
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PAT___                         ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
         40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                                    
gi|837 K                                            
                                                    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 14.1 E(): 1e 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:1-14) 
 
             40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ::. .: :.. : :     
gi|323                               GVLFNIQYVNYWFAP    
                                             10         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 5  - 84 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30    14     2:*==== 
  32    18     8:==*=== 
  34    22    22:=======* 
  36    49    44:==============*== 
  38    86    73:========================*==== 
  40    91   102:===============================  * 
  42   138   125:=========================================*==== 
  44   133   137:=============================================* 
  46   114   140:======================================        * 
  48   110   134:=====================================       * 
  50   132   122:========================================*=== 
  52   130   107:===================================*======== 
  54    86    92:============================= * 
  56    65    77:======================   * 
  58    47    63:================    * 
  60    37    51:=============   * 
  62    47    41:=============*== 
  64    44    33:==========*==== 
  66    27    26:========* 
  68    29    20:======*=== 
  70    11    16:==== * 
  72    17    12:===*== 
  74    10    10:===* 
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  76     4     8:==* 
  78     6     6:=* 
  80     4     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.26010.00341; mu= 16.9280 0.178 
 mean_var=38.671810.511, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.206242 
 Kolmogorov-Smirnov  statistic: 0.0311 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.9   0.029 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   68 25.3     1.4 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.8     1.8 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   66 24.7     2.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.9       4 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.1     5.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.3     6.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.6     8.1 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.3      11 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.9      11 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.6      12 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.8      13 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.6      14 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.0      15 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.0      15 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.2      15 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.1      15 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.7      15 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.0      19 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.8      20 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      26 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.9      27 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.3      27 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.9      31 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.5      32 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.5      34 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.6      34 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.6      34 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.6      34 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.6      34 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.6      34 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.2      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      39 
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gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.7      40 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   48 18.8      41 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.4      41 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.3      42 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.7      44 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.3      45 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   51 20.2      47 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   51 20.2      47 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      47 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   51 20.2      49 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      50 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      50 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      50 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.5      50 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.5      51 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   47 18.5      51 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   47 18.5      51 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      54 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.1      54 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.1      54 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.1      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      54 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.5      57 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.9      59 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.2      61 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.2      62 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.5      67 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.7      69 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      73 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   49 19.6      73 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      73 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   49 19.6      73 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   49 19.6      73 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.8      74 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.8      74 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.8      74 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.8      74 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.8      74 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.8      74 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.7      74 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.5      75 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.2      75 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.2      75 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.2      76 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.5      76 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.8      77 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.6      86 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.6      87 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.5      88 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   48 19.3      88 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      90 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.5      90 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   49 19.8      92 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      94 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.8      96 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1      98 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.0      98 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.2      99 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   43 17.2      99 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.2      99 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.2      99 
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gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.2      99 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.2      99 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.2      99 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.2      99 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.2      99 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.2      99 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.0   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 130.1  bits: 30.9 E(): 0.029 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (19-52:178-210) 
 
                           10        20        30        40         
PAT___             RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
       50        60        70        80                             
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD                             
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  47 init1:  47 opt:  68  Z-score: 99.6  bits: 25.3 E():  1.4 
Smith-Waterman score: 68; 30.4% identity (50.0% similar) in 46 aa overlap (35-80:113-157) 
 
           10        20        30        40        50        60     
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.  ..  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
           70        80                                             
PAT___ AGIAYAGPWKARNAYD                                             
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (14-73:4-64) 
 
               10        20        30        40             50      
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW 
                    .::.  : .:. :...:.:  . :     :   :    .::..   : 
gi|513           AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTW 
                         10        20        30        40        50 
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
        :    ...:: : :  :                                           
gi|513 TV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQS 
                   60        70        80        90       100       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  45 init1:  45 opt:  66  Z-score: 96.4  bits: 24.7 E():  2.2 
Smith-Waterman score: 66; 30.4% identity (50.0% similar) in 46 aa overlap (35-80:113-157) 
 
           10        20        30        40        50        60     
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.  ..  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQRGQS-SRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
           70        80                                             
PAT___ AGIAYAGPWKARNAYD                                             
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
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>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 91.7  bits: 22.9 E():    4 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (6-56:42-98) 
 
                                        10             20           
PAT___                          RRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
      30        40        50        60        70        80          
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD          
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.9  bits: 23.1 E():  5.7 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (6-56:228-284) 
 
                                        10             20           
PAT___                          RRPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
      30        40        50        60        70        80          
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD          
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.0  bits: 22.3 E():  6.4 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (32-67:29-64) 
 
              10        20        30        40        50        60  
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::   .  ..  :::. :: .:  :  : . 
gi|219   MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD 
                 10        20        30        40        50         
 
              70        80                                          
PAT___ GVVAGIAYAGPWKARNAYD                                          
        :  :.                                                       
gi|219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK 
       60        70        80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 86.2  bits: 21.6 E():  8.1 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:21-62) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                  :...::   : :.:   ...::. . :    :  
gi|221        NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIES 
                      10        20           30        40        50 
 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
       ::     .:   :.  :                                            
gi|221 EG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGL 
                    60        70        80        90       100      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 84.1  bits: 22.3 E():   11 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (30-75:262-307) 
 
                10        20        30        40        50          
PAT___  RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
      60        70         80                                       
PAT___ VEGVVAGIAYA-GPWKARNAYD                                       
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 21.9 E():   11 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:79-98) 
 
          10        20        30        40        50        60      
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
          70        80                                              
PAT___ GIAYAGPWKARNAYD                                              
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (41-67:83-110) 
 
               20        30        40         50        60          
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
      70        80                              
PAT___ AGPWKARNAYD                              
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.2  bits: 19.8 E():   13 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (37-54:7-24) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 82.0  bits: 21.6 E():   14 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (4-54:64-114) 
 
                                          10        20        30    
PAT___                            RRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
             40        50        60        70        80             
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD             
        :. . :..:  :.: : .  :                                       
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gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.6  bits: 22.0 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:19-60) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                  :...::   : :.:   ...::. . :    :  
gi|571          MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIES 
                        10        20           30        40         
 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
       ::     .:   :.  :                                            
gi|571 EG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGL 
       50             60        70        80        90       100    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.6  bits: 22.0 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:19-60) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                  :...::   : :.:   ...::. . :    :  
gi|199          MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIES 
                        10        20           30        40         
 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
       ::     .:   :.  :                                            
gi|199 EG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGL 
       50             60        70        80        90       100    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (17-55:6-44) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                       .  :.   :  .:.:....:.   .: ..   :: . :.      
gi|170            MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQ 
                          10        20        30        40          
 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
                                                                    
gi|170 QIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQP 
      50        60        70        80        90       100          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.5  bits: 22.1 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:19-60) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                  :...::   : :.:   ...::. . :    :  
gi|213          MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIES 
                        10        20           30        40         
 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
       ::     .:   :.  :                                            
gi|213 EG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGL 
       50             60        70        80        90       100    
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 81.4  bits: 20.7 E():   15 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (3-72:39-115) 
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                                           10        20        30   
PAT___                             RRPVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
                 40        50            60        70        80     
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYD     
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.0 E():   19 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (38-72:109-143) 
 
        10        20        30        40        50        60        
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
        70        80                    
PAT___ AYAGPWKARNAYD                    
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.2  bits: 21.8 E():   20 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (8-30:326-348) 
 
                                      10        20        30        
PAT___                        RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
        40        50        60        70        80                  
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD                  
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (21-61:25-65) 
 
                   10        20        30        40        50       
PAT___     RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ VAEVEGVVAGIAYAGPWKARNAYD                                     
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (9-30:3-24) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
               :.:::.. : : .:: :.   :                               
gi|394       VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSN 
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                     10        20        30        40        50     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (9-78:13-88) 
 
                   10        20        30               40          
PAT___     RRPVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD                              
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (9-30:14-35) 
 
                    10        20        30        40        50      
PAT___      RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 19.3 E():   26 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:13-34) 
 
                   10        20        30        40        50       
PAT___     RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ VAEVEGVVAGIAYAGPWKARNAYD                                     
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (46-74:32-61) 
 
          20        30        40        50        60         70     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
           80                                               
PAT___ ARNAYD                                               
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (36-55:113-130) 
 
          10        20        30        40        50        60      
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PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
          70        80                                              
PAT___ GIAYAGPWKARNAYD                                              
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 75.5  bits: 19.9 E():   31 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (13-42:195-223) 
 
                                 10        20        30        40   
PAT___                   RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
             50        60        70        80       
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD       
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:116-126) 
 
                                      10        20        30        
PAT___                        RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
        40        50        60        70        80            
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD            
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (41-64:47-70) 
 
               20        30        40        50        60        70 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
               80                                                   
PAT___ GPWKARNAYD                                                   
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:142-152) 
 
                                      10        20        30        
PAT___                        RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
        40        50        60        70        80            
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD            
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gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (14-73:11-71) 
 
               10        20        30        40             50      
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW 
                    ..:.  :  :. :...:.:  . :     :   :    .::..   : 
gi|384    MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTW 
                  10        20        30        40        50        
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
        :    ...:: : :  :                                           
gi|384 TV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQS 
            60        70        80        90       100       110    
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:142-152) 
 
                                      10        20        30        
PAT___                        RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
        40        50        60        70        80            
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD            
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (14-73:11-71) 
 
               10        20        30        40             50      
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW 
                    .::.  :  :. :...:.:  . :     :   :    .::..   : 
gi|908    MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTW 
                  10        20        30        40        50        
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
        :    ...:: : :  :                                           
gi|908 TV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQS 
            60        70        80        90       100       110    
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (14-73:11-71) 
 
               10        20        30        40             50      
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW 
                    ..:.  :  :. :...:.:  . :     :   :    .::..   : 
gi|384    MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTW 
                  10        20        30        40        50        
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
        :    ...:: : :  :                                           
gi|384 TV----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQS 
            60        70        80        90       100       110    
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.2 E():   38 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (46-74:162-190) 
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          20        30        40        50        60        70      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
          80 
PAT___ RNAYD 
             
gi|223 VQ    
             
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (9-31:14-36) 
 
                    10        20        30        40        50      
PAT___      RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 19.7 E():   40 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (33-54:71-92) 
 
             10        20        30        40        50        60   
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
             70        80                                           
PAT___ VVAGIAYAGPWKARNAYD                                           
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (5-58:102-154) 
 
                                         10        20        30     
PAT___                           RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
            40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
       :  .. .:    : .: . :  :::                       
gi|444 EDVKAGKEKATGLFKLIENY--LVANPDAYN                 
             140       150         160                 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.3  bits: 18.4 E():   41 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (10-36:66-92) 
 
                                    10        20        30          
PAT___                      RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
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      40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                                 
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                   
         100       110                           
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:142-152) 
 
                                      10        20        30        
PAT___                        RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
        40        50        60        70        80            
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD            
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (36-56:121-141) 
 
          10        20        30        40        50        60      
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
          70        80                                              
PAT___ GIAYAGPWKARNAYD                                              
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.6  bits: 19.3 E():   45 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (17-55:6-44) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                       .  :.   :  .:.:....:..  .: ..    : . :.      
gi|170            MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQ 
                          10        20        30        40          
 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
                                                                    
gi|170 QTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQL 
      50        60        70        80        90       100          
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 20.2 E():   47 
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (35-80:110-154) 
 
           10        20        30        40        50        60     
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.   . .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL 
      80        90       100       110       120        130         
 
           70        80                                             
PAT___ AGIAYAGPWKARNAYD                                             
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 20.2 E():   47 
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (35-80:110-154) 
 
           10        20        30        40        50        60     
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.   . .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL 
      80        90       100       110       120        130         
 
           70        80                                             
PAT___ AGIAYAGPWKARNAYD                                             
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (33-54:111-130) 
 
             10        20        30        40        50        60   
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
             70        80 
PAT___ VVAGIAYAGPWKARNAYD 
                          
gi|741 FSTLG              
      140                 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:85-109) 
 
                                        10        20         30     
PAT___                          RRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                                      
gi|384 K                                              
                                                      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:85-109) 
 
                                        10        20         30     
PAT___                          RRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
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PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                                      
gi|144 K                                              
                                                      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:85-109) 
 
                                        10        20         30     
PAT___                          RRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                                      
gi|506 K                                              
                                                      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (40-66:68-92) 
 
      10        20        30        40        50        60          
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
      70        80                                                  
PAT___ AGPWKARNAYD                                                  
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 18.5 E():   51 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (40-68:69-95) 
 
      10        20        30        40        50        60          
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      70        80                                                  
PAT___ AGPWKARNAYD                                                  
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.8  bits: 18.5 E():   51 
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (5-58:102-154) 
 
                                         10        20        30     
PAT___                           RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
            40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
       :  .. .:    : .: . :  :::                       
gi|444 EDVRAGKEKATGLFKLIENY--LVANPDAYN                 
             140       150         160                 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 18.5 E():   51 
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Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (40-68:69-95) 
 
      10        20        30        40        50        60          
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      70        80                                                  
PAT___ AGPWKARNAYD                                                  
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 18.5 E():   51 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (40-68:69-95) 
 
      10        20        30        40        50        60          
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      70        80                                                  
PAT___ AGPWKARNAYD                                                  
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.8  bits: 18.5 E():   51 
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (5-53:102-151) 
 
                                         10        20        30     
PAT___                           RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
            40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
       :  .. .:    : .: . :                            
gi|444 EDVKAGKEKATGLFKLIENYLAANPDACN                   
             140       150       160                   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (37-54:721-738) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (28-51:101-124) 
 
                  10        20        30        40        50        
PAT___    RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
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        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYD 
                               
gi|288 L                       
                               
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (35-54:108-126) 
 
           10        20        30        40        50        60     
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
           70        80 
PAT___ AGIAYAGPWKARNAYD 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (10-30:5-25) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                : .:   .::: .:.. ....                               
gi|144      MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFD 
                    10        20        30        40        50      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (37-54:736-753) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (4-54:64-114) 
 
                                          10        20        30    
PAT___                            RRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
             40        50        60        70        80             
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD             
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (30-77:1-40) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                    ..::   : :.:   ...::. . :    :  
gi|224                              ISFR---QQPEENACQFQRLNAQRPDNRIES 
                                               10        20         

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 128



 

 

 
               70        80                                         
PAT___ EGVVAGIAYAGPWKARNAYD                                         
       ::     .:   :.  :                                            
gi|224 EG-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGL 
       30             40        50        60        70        80    
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (18-72:91-153) 
 
                            10        20        30         40       
PAT___              RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
               50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYD 
           :.::     : .  ... . :.:. :  :         
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY     
              130       140       150            
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:25-38) 
 
                                   10        20        30        40 
PAT___                     RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD                     
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (32-54:153-175) 
 
              10        20        30        40        50        60  
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
              70        80                                          
PAT___ GVVAGIAYAGPWKARNAYD                                          
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (4-50:12-55) 
 
                       10        20        30        40        50   
PAT___         RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
             60        70        80                                 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYD                                 
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
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>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
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                                     : .. .:.:..:  :: .:  ::        
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134) 
 
            30        40        50        60        70          80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD  
                                     : .. .:.:..:  :: .:  ::        
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
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gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ IAYAGPWKARNAYD                                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (4-62:11-73) 
 
                      10        20            30        40          
PAT___        RRPVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD                              
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.7  bits: 19.7 E():   74 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (36-69:158-190) 
 
          10        20        30        40        50        60      
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
          70        80                                              
PAT___ GIAYAGPWKARNAYD                                              
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (7-73:33-104) 
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                                       10        20        30       
PAT___                         RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
         40          50        60            70        80      
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYD      
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (25-64:87-126) 
 
                     10        20        30        40        50     
PAT___       RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
           60        70        80                                   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYD                                   
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (25-64:87-126) 
 
                     10        20        30        40        50     
PAT___       RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
           60        70        80                                   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYD                                   
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (13-66:94-145) 
 
                                 10        20            30         
PAT___                   RRPVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
       40        50        60        70        80                   
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD                   
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:89-113) 
 
                                        10        20         30     
PAT___                          RRPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
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           40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                                      
gi|209 K                                              
                                                      
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (33-54:72-93) 
 
             10        20        30        40        50        60   
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
             70        80                                           
PAT___ VVAGIAYAGPWKARNAYD                                           
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (37-72:79-115) 
 
         10        20        30        40        50        60       
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
          70        80                     
PAT___ GIAYAGPWKARNAYD                     
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:14-35) 
 
                    10        20        30        40        50      
PAT___      RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYD                                    
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.5 E():   88 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (36-54:135-153) 
 
          10        20        30        40        50        60      
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ GIAYAGPWKARNAYD                                              
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
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 initn:  42 init1:  42 opt:  48  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (36-78:97-137) 
 
          10        20        30        40        50        60      
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
          70        80                                              
PAT___ GIAYAGPWKARNAYD                                              
         ::  : : .:.                                                
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (46-62:32-48) 
 
          20        30        40        50        60        70      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
          80                                                
PAT___ RNAYD                                                
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (41-61:139-159) 
 
               20        30        40        50        60        70 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
               80                                                   
PAT___ GPWKARNAYD                                                   
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 67.0  bits: 19.8 E():   92 
Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (4-80:82-151) 
 
                                          10        20        30    
PAT___                            RRPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     :..    :  .:..  .:. ..     :   
gi|711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKLTEEEAEKIASMEGVVSVFL-----NEM 
              60        70        80        90       100            
 
            40        50        60         70        80             
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYD             
       .: .: . :  :.  .    :   ..::. .:.:.  .: :    ..:             
gi|711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK 
        110         120        130       140       150       160    
 
gi|711 GTCETSNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY 
           170       180       190       200       210       220    
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (31-56:52-78) 
 
               10        20        30         40        50          
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PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
      60        70        80                                        
PAT___ VEGVVAGIAYAGPWKARNAYD                                        
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 16.8 E():   96 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (6-34:62-90) 
 
                                        10        20        30      
PAT___                          RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
          40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                                     
gi|837 K                                             
                                                     
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 14.1 E():   98 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:1-14) 
 
              40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::. .: :.. : :      
gi|323                               GVLFNIQYVNYWFAP     
                                             10          
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (14-56:17-66) 
 
                  10               20        30        40        50 
PAT___    RRPVEIRPATAADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYD                               
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124) 
 
                10        20        30        40        50          
PAT___  RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
      60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYD 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25) 
 
               10        20        30        40        50        60 
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PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                : .:   .:.: .:.. ....                               
gi|110      MSWQTYVDEHLMCEIEGHHLSSAAIVGHDGAVWAQSTAFPQFKPEEMTNIIKDFD 
                    10        20        30        40        50      
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                : .:   .:.: .:.. ....                               
gi|241      MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFD 
                    10        20        30        40        50      
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124) 
 
                10        20        30        40        50          
PAT___  RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYD 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25) 
 
               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                : .:   .:.: .:.. ....                               
gi|464      MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFD 
                    10        20        30        40        50      
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (30-51:103-124) 
 
                10        20        30        40        50          
PAT___  RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
      60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYD 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (20-51:93-124) 
 
                          10        20        30        40          
PAT___            RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
      50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
        :                              
gi|261 GDYLIEQGL                       
            130                        
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25) 
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               10        20        30        40        50        60 
PAT___ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                : .:   .:.: .:.. ....                               
gi|241      MSWQTYVDEHLMCEIEGHHLASAAIFGHDGTVWAQSADFPQFKPEEITGIMKDLD 
                    10        20        30        40        50      
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124) 
 
                10        20        30        40        50          
PAT___  RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
      60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYD 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124) 
 
                10        20        30        40        50          
PAT___  RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYD 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.3  bits: 19.0 E(): 1e 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (25-46:213-232) 
 
                     10        20        30        40        50     
PAT___       RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
           60        70        80                                   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYD                                   
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:36 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 6  - 85 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30    12     2:*=== 
  32    14     8:==*== 
  34    27    22:=======*= 
  36    47    44:==============*= 
  38    85    73:========================*==== 
  40    92   102:===============================  * 
  42   137   125:=========================================*==== 
  44   134   137:=============================================* 
  46   117   140:=======================================       * 
  48   112   134:======================================      * 
  50   145   122:========================================*======== 
  52   118   107:===================================*==== 
  54    79    92:===========================   * 
  56    52    77:==================       * 
  58    57    63:=================== * 
  60    43    51:=============== * 
  62    46    41:=============*== 
  64    46    33:==========*===== 
  66    23    26:========* 
  68    16    20:======* 
  70    14    16:=====* 
  72    15    12:===*= 
  74     8    10:===* 
  76     4     8:==* 
  78    20     6:=*===== 
  80     9     5:=*= 
  82     5     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.39540.00344; mu= 16.3113 0.180 
 mean_var=39.726210.614, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.203487 
 Kolmogorov-Smirnov  statistic: 0.0285 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.7   0.035 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   68 25.1     1.6 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.7       2 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   66 24.5     2.5 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.8     4.4 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.0     6.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.2       7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.5     8.8 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.1      12 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.7      12 
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gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.5      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.7      14 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.4      15 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 21.9      16 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 21.9      16 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.0      16 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.6      16 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.9      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.9      16 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.3      18 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.3      19 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.3      19 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.1      20 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.9      20 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.7      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      24 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      24 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.3      24 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      24 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      27 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.9      28 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.2      29 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.8      34 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.4      34 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.4      36 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.5      37 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.5      37 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.5      37 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.5      37 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.5      37 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.1      40 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      41 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.6      43 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.3      43 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   48 18.7      44 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.2      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      47 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      48 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      49 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   51 20.1      51 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   51 20.1      51 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      52 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      53 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   47 18.4      53 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   47 18.4      53 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.7      56 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      57 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      57 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      59 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      60 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.4      61 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 141



 

 

gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      64 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.8      64 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      73 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.6      74 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      78 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      78 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      78 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      78 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      78 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      78 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      79 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      79 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.5      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.1      81 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.1      81 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.1      81 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      82 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      89 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      91 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      93 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      93 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      95 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1      96 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.7      99 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   49 19.7      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 128.7  bits: 30.7 E(): 0.035 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (18-51:178-210) 
 
                            10        20        30        40        
PAT___              RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
        50        60        70        80                            
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                            
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  47 init1:  47 opt:  68  Z-score: 98.6  bits: 25.1 E():  1.6 
Smith-Waterman score: 68; 30.4% identity (50.0% similar) in 46 aa overlap (34-79:113-157) 
 
            10        20        30        40        50        60    
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.  ..  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
            70        80                                            
PAT___ AGIAYAGPWKARNAYDW                                            
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.2  bits: 22.7 E():    2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (13-72:4-64) 
 
               10        20        30        40             50      
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL 
                   .::.  : .:. :...:.:  . :     :   :    .::..   :  
gi|513          AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT 
                        10        20        30        40        50  
 
          60        70        80                                    
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PAT___ VAEVEGVVAGIAYAGPWKARNAYDW                                    
       :    ...:: : :  :                                            
gi|513 V----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSD 
                  60        70        80        90       100        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  45 init1:  45 opt:  66  Z-score: 95.4  bits: 24.5 E():  2.5 
Smith-Waterman score: 66; 30.4% identity (50.0% similar) in 46 aa overlap (34-79:113-157) 
 
            10        20        30        40        50        60    
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.  ..  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQRGQS-SRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
            70        80                                            
PAT___ AGIAYAGPWKARNAYDW                                            
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 90.9  bits: 22.8 E():  4.4 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (5-55:42-98) 
 
                                         10             20          
PAT___                           RPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
       30        40        50        60        70        80         
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW         
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (5-55:228-284) 
 
                                         10             20          
PAT___                           RPVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
       30        40        50        60        70        80         
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW         
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.3  bits: 22.2 E():    7 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (31-66:29-64) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::   .  ..  :::. :: .:  :  : . 
gi|219   MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
        :  :.                                                       
gi|219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK 
       60        70        80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.5  bits: 21.5 E():  8.8 
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Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (27-76:21-62) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                 :...::   : :.:   ...::. . :    : : 
gi|221       NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESE 
                     10        20           30        40        50  
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
       :     .:   :.  :                                             
gi|221 G-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLI 
                   60        70        80        90       100       
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (29-74:262-307) 
 
                 10        20        30        40        50         
PAT___   RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
       60         70        80                                      
PAT___ VEGVVAGIAYA-GPWKARNAYDW                                      
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.9  bits: 21.7 E():   12 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:79-98) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (40-66:83-110) 
 
      10        20        30        40         50        60         
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
       70        80                             
PAT___ AGPWKARNAYDW                             
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:7-24) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
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          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (3-53:64-114) 
 
                                           10        20        30   
PAT___                             RPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
              40        50        60        70        80            
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW            
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.0  bits: 21.9 E():   16 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (35-80:97-140) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (16-54:6-44) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                      .  :.   :  .:.:....:.   .: ..   :: . :.       
gi|170           MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQ 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
                                                                    
gi|170 IFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPF 
               60        70        80        90       100       110 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (2-71:39-115) 
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                                            10        20        30  
PAT___                              RPVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
                  40        50            60        70        80    
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDW    
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (27-76:19-60) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                 :...::   : :.:   ...::. . :    : : 
gi|571         MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESE 
                       10        20           30        40          
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
       :     .:   :.  :                                             
gi|571 G-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLI 
      50             60        70        80        90       100     
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (27-76:19-60) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                 :...::   : :.:   ...::. . :    : : 
gi|199         MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESE 
                       10        20           30        40          
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
       :     .:   :.  :                                             
gi|199 G-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLI 
      50             60        70        80        90       100     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.7  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (27-76:19-60) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                 :...::   : :.:   ...::. . :    : : 
gi|213         MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESE 
                       10        20           30        40          
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
       :     .:   :.  :                                             
gi|213 G-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLI 
      50             60        70        80        90       100     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 20.3 E():   18 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:74-90) 
 
            40        50        60        70        80              
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW              
                                     :. :: . : : . :.:              
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gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:91-107) 
 
            40        50        60        70        80              
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW              
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:91-107) 
 
            40        50        60        70        80              
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW              
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.1  bits: 19.1 E():   20 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (67-80:53-66) 
 
         40        50        60        70        80                 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (37-71:109-143) 
 
         10        20        30        40        50        60       
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
         70        80                   
PAT___ AYAGPWKARNAYDW                   
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (20-60:25-65) 
 
                    10        20        30        40        50      
PAT___      RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
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          60        70        80                                    
PAT___ VAEVEGVVAGIAYAGPWKARNAYDW                                    
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (8-29:3-24) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
              :.:::.. : : .:: :.   :                                
gi|394      VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNA 
                    10        20        30        40        50      
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.4  bits: 21.7 E():   22 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (7-29:326-348) 
 
                                       10        20        30       
PAT___                         RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
         40        50        60        70        80                 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                 
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (8-77:13-88) 
 
                    10        20        30               40         
PAT___      RPVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                             
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (8-29:14-35) 
 
                     10        20        30        40        50     
PAT___       RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDW                                   
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
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gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 149



 

 

>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
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                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139) 
 
             30        40        50        60        70        80   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW   
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:13-34) 
 
                    10        20        30        40        50      
PAT___      RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ VAEVEGVVAGIAYAGPWKARNAYDW                                    
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (45-73:32-61) 
 
           20        30        40        50        60         70    
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
            80                                              
PAT___ ARNAYDW                                              
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (35-54:113-130) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (12-41:195-223) 
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                                  10        20        30        40  
PAT___                    RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
              50        60        70        80      
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW      
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:116-126) 
 
                                       10        20        30       
PAT___                         RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
         40        50        60        70        80           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW           
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (40-63:47-70) 
 
      10        20        30        40        50        60          
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
      70        80                                                  
PAT___ GPWKARNAYDW                                                  
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:142-152) 
 
                                       10        20        30       
PAT___                         RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
         40        50        60        70        80           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW           
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (13-72:11-71) 
 
               10        20        30        40             50      
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL 
                   ..:.  :  :. :...:.:  . :     :   :    .::..   :  
gi|384   MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWT 
                 10        20        30        40        50         
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          60        70        80                                    
PAT___ VAEVEGVVAGIAYAGPWKARNAYDW                                    
       :    ...:: : :  :                                            
gi|384 V----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSD 
           60        70        80        90       100       110     
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (13-72:11-71) 
 
               10        20        30        40             50      
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL 
                   .::.  :  :. :...:.:  . :     :   :    .::..   :  
gi|908   MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT 
                 10        20        30        40        50         
 
          60        70        80                                    
PAT___ VAEVEGVVAGIAYAGPWKARNAYDW                                    
       :    ...:: : :  :                                            
gi|908 V----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSD 
           60        70        80        90       100       110     
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (13-72:11-71) 
 
               10        20        30        40             50      
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL 
                   ..:.  :  :. :...:.:  . :     :   :    .::..   :  
gi|384   MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT 
                 10        20        30        40        50         
 
          60        70        80                                    
PAT___ VAEVEGVVAGIAYAGPWKARNAYDW                                    
       :    ...:: : :  :                                            
gi|384 V----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSD 
           60        70        80        90       100       110     
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:142-152) 
 
                                       10        20        30       
PAT___                         RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
         40        50        60        70        80           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW           
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.1 E():   40 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (45-73:162-190) 
 
           20        30        40        50        60        70     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
           80 
PAT___ RNAYDW 
              
gi|223 VQ     
              
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (8-30:14-36) 
 
                     10        20        30        40        50     
PAT___       RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDW                                   
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (32-53:71-92) 
 
              10        20        30        40        50        60  
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
              70        80                                          
PAT___ VVAGIAYAGPWKARNAYDW                                          
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (9-35:66-92) 
 
                                     10        20        30         
PAT___                       RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
       40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                                  
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                    
         100       110                            
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (4-57:102-154) 
 
                                          10        20        30    
PAT___                            RPVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
             40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
       :  .. .:    : .: . :  :::                        
gi|444 EDVKAGKEKATGLFKLIENY--LVANPDAYN                  
             140       150         160                  
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:142-152) 
 
                                       10        20        30       
PAT___                         RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
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             120       130       140       150       160       170  
 
         40        50        60        70        80           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW           
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (35-55:121-141) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (16-54:6-44) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                      .  :.   :  .:.:....:..  .: ..    : . :.       
gi|170           MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQ 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
                                                                    
gi|170 TFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLF 
               60        70        80        90       100       110 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (32-53:111-130) 
 
              10        20        30        40        50        60  
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
              70        80 
PAT___ VVAGIAYAGPWKARNAYDW 
                           
gi|741 FSTLG               
      140                  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (34-79:110-154) 
 
            10        20        30        40        50        60    
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.   . .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL 
      80        90       100       110       120        130         
 
            70        80                                            
PAT___ AGIAYAGPWKARNAYDW                                            
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
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>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (34-79:110-154) 
 
            10        20        30        40        50        60    
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.   . .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL 
      80        90       100       110       120        130         
 
            70        80                                            
PAT___ AGIAYAGPWKARNAYDW                                            
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:85-109) 
 
                                         10         20        30    
PAT___                           RPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                                       
gi|384 K                                               
                                                       
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:85-109) 
 
                                         10         20        30    
PAT___                           RPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                                       
gi|144 K                                               
                                                       
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:85-109) 
 
                                         10         20        30    
PAT___                           RPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                                       
gi|506 K                                               
                                                       
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (39-65:68-92) 
 
       10        20        30        40        50        60         
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
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                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
       70        80                                                 
PAT___ AGPWKARNAYDW                                                 
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (39-67:69-95) 
 
       10        20        30        40        50        60         
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       70        80                                                 
PAT___ AGPWKARNAYDW                                                 
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (39-67:69-95) 
 
       10        20        30        40        50        60         
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       70        80                                                 
PAT___ AGPWKARNAYDW                                                 
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (4-57:102-154) 
 
                                          10        20        30    
PAT___                            RPVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
             40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
       :  .. .:    : .: . :  :::                        
gi|444 EDVRAGKEKATGLFKLIENY--LVANPDAYN                  
             140       150         160                  
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (39-67:69-95) 
 
       10        20        30        40        50        60         
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       70        80                                                 
PAT___ AGPWKARNAYDW                                                 
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gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (4-52:102-151) 
 
                                          10        20        30    
PAT___                            RPVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
             40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
       :  .. .:    : .: . :                             
gi|444 EDVKAGKEKATGLFKLIENYLAANPDACN                    
             140       150       160                    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (35-80:66-109) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (9-29:5-25) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
               : .:   .::: .:.. ....                                
gi|144     MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDE 
                   10        20        30        40        50       
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (27-50:101-124) 
 
                   10        20        30        40        50       
PAT___     RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
         60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDW 
                                
gi|288 L                        
                                
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (34-53:108-126) 
 
            10        20        30        40        50        60    
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
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            70        80 
PAT___ AGIAYAGPWKARNAYDW 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:721-738) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:736-753) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.2  bits: 19.4 E():   61 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (3-53:64-114) 
 
                                           10        20        30   
PAT___                             RPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
              40        50        60        70        80            
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW            
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (17-71:91-153) 
 
                             10        20        30         40      
PAT___               RPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
                50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDW 
           :.::     : .  ... . :.:. :  :          
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY      
              130       140       150             
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (29-76:1-40) 
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               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                   ..::   : :.:   ...::. . :    : : 
gi|224                             ISFR---QQPEENACQFQRLNAQRPDNRIESE 
                                              10        20          
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
       :     .:   :.  :                                             
gi|224 G-----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLI 
      30             40        50        60        70        80     
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (4-17:25-38) 
 
                                    10        20        30          
PAT___                      RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                    
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.8  bits: 20.3 E():   73 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (31-53:153-175) 
 
               10        20        30        40        50        60 
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
               70        80                                         
PAT___ GVVAGIAYAGPWKARNAYDW                                         
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.8  bits: 18.6 E():   74 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (3-49:12-55) 
 
                        10        20        30        40        50  
PAT___          RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
              60        70        80                                
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDW                                
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (6-72:33-104) 
 
                                        10        20        30      
PAT___                          RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
          40          50        60            70        80     
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PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYDW     
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
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Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ IAYAGPWKARNAYDW                                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (3-61:11-73) 
 
                       10            20        30        40         
PAT___         RPVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                             
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:89-113) 
 
                                         10         20        30    
PAT___                           RPVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
            40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                                       
gi|209 K                                               
                                                       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (35-68:158-190) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (24-63:87-126) 
 
                      10        20        30        40        50    
PAT___        RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
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            60        70        80                                  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDW                                  
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (24-63:87-126) 
 
                      10        20        30        40        50    
PAT___        RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
            60        70        80                                  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDW                                  
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.9  bits: 19.1 E():   81 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (12-65:94-145) 
 
                                  10        20            30        
PAT___                    RPVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
        40        50        60        70        80                  
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW                  
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (32-53:72-93) 
 
              10        20        30        40        50        60  
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
              70        80                                          
PAT___ VVAGIAYAGPWKARNAYDW                                          
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (36-71:79-115) 
 
          10        20        30        40        50        60      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
           70        80                    
PAT___ GIAYAGPWKARNAYDW                    
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
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>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:14-35) 
 
                     10        20        30        40        50     
PAT___       RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDW                                   
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (35-53:135-153) 
 
           10        20        30        40        50        60     
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           70        80                                             
PAT___ GIAYAGPWKARNAYDW                                             
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (45-61:32-48) 
 
           20        30        40        50        60        70     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
           80                                               
PAT___ RNAYDW                                               
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (40-60:139-159) 
 
      10        20        30        40        50        60          
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
      70        80                                                  
PAT___ GPWKARNAYDW                                                  
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 14.1 E():   96 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:1-14) 
 
               40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                     ::. .: :.. : :       
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gi|323                               GVLFNIQYVNYWFAP      
                                             10           
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (30-55:52-78) 
 
                10        20        30         40        50         
PAT___  RPVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
       60        70        80                                       
PAT___ VEGVVAGIAYAGPWKARNAYDW                                       
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 16.7 E():   99 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (5-33:62-90) 
 
                                         10        20        30     
PAT___                           RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
           40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                                      
gi|837 K                                              
                                                      
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 66.3  bits: 19.7 E():   99 
Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (3-79:82-151) 
 
                                           10        20        30   
PAT___                             RPVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     :..    :  .:..  .:. ..     :   
gi|711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKLTEEEAEKIASMEGVVSVFL-----NEM 
              60        70        80        90       100            
 
             40        50        60         70        80            
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDW            
       .: .: . :  :.  .    :   ..::. .:.:.  .: :    ..:             
gi|711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK 
        110         120        130       140       150       160    
 
gi|711 GTCETSNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY 
           170       180       190       200       210       220    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>PAT___: 7  - 86 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30    10     2:*=== 
  32    16     8:==*=== 
  34    28    22:=======*== 
  36    45    44:==============* 
  38    87    73:========================*==== 
  40    90   102:==============================   * 
  42   140   125:=========================================*===== 
  44   129   137:===========================================  * 
  46   117   140:=======================================       * 
  48   118   134:========================================    * 
  50   146   122:========================================*======== 
  52   118   107:===================================*==== 
  54    79    92:===========================   * 
  56    51    77:=================        * 
  58    57    63:=================== * 
  60    43    51:=============== * 
  62    42    41:=============* 
  64    44    33:==========*==== 
  66    26    26:========* 
  68    16    20:======* 
  70    14    16:=====* 
  72    15    12:===*= 
  74     8    10:===* 
  76     3     8:= * 
  78    21     6:=*===== 
  80     9     5:=*= 
  82     5     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.36600.00343; mu= 16.4525 0.179 
 mean_var=39.690110.629, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.203579 
 Kolmogorov-Smirnov  statistic: 0.0298 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.7   0.034 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   68 25.1     1.6 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.7       2 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   66 24.5     2.4 
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gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.8     4.4 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.0     6.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.2       7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.5     8.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.1      12 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.7      12 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.5      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.7      14 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.4      15 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 21.9      15 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 21.9      16 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.1      16 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.9      16 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   54 20.6      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.9      16 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.3      18 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.3      19 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.3      19 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.1      20 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.9      20 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.7      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      23 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      23 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.3      23 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      23 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      27 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.9      28 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.2      29 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.8      34 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.4      34 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.5      36 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.5      37 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.5      37 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.5      37 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.5      37 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.5      37 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.1      40 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      41 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.6      42 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.3      43 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   48 18.7      43 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.2      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      47 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      48 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      49 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   51 20.1      50 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   51 20.1      50 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      52 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      53 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   47 18.4      53 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   47 18.4      53 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.7      56 
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gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      57 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      57 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      59 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.4      61 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.8      63 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      64 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      73 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.6      73 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      78 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      78 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      78 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      78 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      78 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      78 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      78 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      79 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.6      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.1      80 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.1      80 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.1      81 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      81 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      89 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      91 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      92 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      93 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.4      93 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      95 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1      97 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      98 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   49 19.7      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.7      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 128.8  bits: 30.7 E(): 0.034 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (17-50:178-210) 
 
                             10        20        30        40       
PAT___               PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
         50        60        70        80                           
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                           
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  47 init1:  47 opt:  68  Z-score: 98.7  bits: 25.1 E():  1.6 
Smith-Waterman score: 68; 30.4% identity (50.0% similar) in 46 aa overlap (33-78:113-157) 
 
             10        20        30        40        50        60   
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.  ..  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
             70        80                                           
PAT___ AGIAYAGPWKARNAYDWT                                           
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.2  bits: 22.7 E():    2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (12-71:4-64) 
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               10        20        30         40            50      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV 
                  .::.  : .:. :...:.:  . :     :   :    .::..   : : 
gi|513         AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV 
                       10        20        30        40        50   
 
          60        70        80                                    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT                                    
           ...:: : :  :                                             
gi|513 ----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQ 
                 60        70        80        90       100         
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  45 init1:  45 opt:  66  Z-score: 95.5  bits: 24.5 E():  2.4 
Smith-Waterman score: 66; 30.4% identity (50.0% similar) in 46 aa overlap (33-78:113-157) 
 
             10        20        30        40        50        60   
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.  ..  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQRGQS-SRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
             70        80                                           
PAT___ AGIAYAGPWKARNAYDWT                                           
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 91.0  bits: 22.8 E():  4.4 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (4-54:42-98) 
 
                                          10             20         
PAT___                            PVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
        30        40        50        60        70        80        
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT        
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (4-54:228-284) 
 
                                          10             20         
PAT___                            PVEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
        30        40        50        60        70        80        
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT        
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.4  bits: 22.2 E():    7 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (30-65:29-64) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                    ::   .  ..  :::. :: .:  :  : .  
gi|219  MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDR 
                10        20        30        40        50          
 
               70        80                                         
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PAT___ VVAGIAYAGPWKARNAYDWT                                         
       :  :.                                                        
gi|219 VNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKA 
      60        70        80        90       100       110          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.6  bits: 21.5 E():  8.7 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (26-75:21-62) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                :...::   : :.:   ...::. . :    : :: 
gi|221      NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG 
                    10        20           30        40        50   
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
            .:   :.  :                                              
gi|221 -----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
                  60        70        80        90       100        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (28-73:262-307) 
 
                  10        20        30        40        50        
PAT___    PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
        60         70        80                                     
PAT___ VEGVVAGIAYA-GPWKARNAYDWT                                     
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.9  bits: 21.7 E():   12 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:79-98) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.8  bits: 20.5 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (39-65:83-110) 
 
       10        20        30        40         50        60        
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
        70        80                            
PAT___ AGPWKARNAYDWT                            
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 19.7 E():   14 
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Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (35-52:7-24) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (2-52:64-114) 
 
                                            10        20        30  
PAT___                              PVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
               40        50        60        70        80           
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT           
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (34-79:97-140) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 81.0  bits: 21.9 E():   16 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (15-53:6-44) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                     .  :.   :  .:.:....:.   .: ..   :: . :.        
gi|170          MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQI 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
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gi|170 FPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFP 
              60        70        80        90       100       110  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (26-75:19-60) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                :...::   : :.:   ...::. . :    : :: 
gi|571        MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG 
                      10        20           30        40        50 
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
            .:   :.  :                                              
gi|571 -----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
                    60        70        80        90       100      
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (26-75:19-60) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                :...::   : :.:   ...::. . :    : :: 
gi|199        MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG 
                      10        20           30        40        50 
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
            .:   :.  :                                              
gi|199 -----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
                    60        70        80        90       100      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (1-70:39-115) 
 
                                             10        20        30 
PAT___                               PVEIRPATAADMAAVCDIVNHYIETSTVNF 
                                     : .. :. ....::. . .... :   :.. 
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL 
       10        20        30        40        50        60         
 
                   40            50        60        70        80   
PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDWT   
             . :. .::  :.:  .      :: ..   ....  . .. :             
gi|190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR 
        70        80        90       100       110       120        
 
gi|190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG 
       130       140       150       160       170       180        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (26-75:19-60) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                :...::   : :.:   ...::. . :    : :: 
gi|213        MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG 
                      10        20           30        40        50 
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
            .:   :.  :                                              
gi|213 -----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
                    60        70        80        90       100      
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.3 E():   18 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:74-90) 
 
             40        50        60        70        80             
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT             
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:91-107) 
 
             40        50        60        70        80             
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT             
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:91-107) 
 
             40        50        60        70        80             
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT             
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.1  bits: 19.1 E():   20 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (66-79:53-66) 
 
          40        50        60        70        80                
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (36-70:109-143) 
 
          10        20        30        40        50        60      
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
          70        80                  
PAT___ AYAGPWKARNAYDWT                  
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (19-59:25-65) 
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                     10        20        30        40        50     
PAT___       PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWT                                   
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (7-28:3-24) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
             :.:::.. : : .:: :.   :                                 
gi|394     VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAA 
                   10        20        30        40        50       
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.5  bits: 21.7 E():   21 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (6-28:326-348) 
 
                                        10        20        30      
PAT___                          PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
          40        50        60        70        80                
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (7-76:13-88) 
 
                     10        20          30             40        
PAT___       PVEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                            
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (7-28:14-35) 
 
                      10        20        30        40        50    
PAT___        PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWT                                  
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
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                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139) 
 
              30        40        50        60        70        80  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT  
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:13-34) 
 
                     10        20        30        40        50     
PAT___       PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWT                                   
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (44-72:32-61) 
 
            20        30        40        50        60         70   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
             80                                             
PAT___ ARNAYDWT                                             
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (34-53:113-130) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
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gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (11-40:195-223) 
 
                                   10        20        30        40 
PAT___                     PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
               50        60        70        80     
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT     
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.4 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:116-126) 
 
                                        10        20        30      
PAT___                          PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
          40        50        60        70        80          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT          
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (39-62:47-70) 
 
       10        20        30        40        50        60         
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
       70        80                                                 
PAT___ GPWKARNAYDWT                                                 
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:142-152) 
 
                                        10        20        30      
PAT___                          PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
          40        50        60        70        80          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT          
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (12-71:11-71) 
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               10        20        30         40            50      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV 
                  ..:.  :  :. :...:.:  . :     :   :    .::..   : : 
gi|384  MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTV 
                10        20        30        40        50          
 
          60        70        80                                    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT                                    
           ...:: : :  :                                             
gi|384 ----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQ 
          60        70        80        90       100       110      
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (12-71:11-71) 
 
               10        20        30         40            50      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV 
                  .::.  :  :. :...:.:  . :     :   :    .::..   : : 
gi|908  MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV 
                10        20        30        40        50          
 
          60        70        80                                    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT                                    
           ...:: : :  :                                             
gi|908 ----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQ 
          60        70        80        90       100       110      
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (12-71:11-71) 
 
               10        20        30         40            50      
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV 
                  ..:.  :  :. :...:.:  . :     :   :    .::..   : : 
gi|384  MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV 
                10        20        30        40        50          
 
          60        70        80                                    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT                                    
           ...:: : :  :                                             
gi|384 ----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDK 
          60        70        80        90       100       110      
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:142-152) 
 
                                        10        20        30      
PAT___                          PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
          40        50        60        70        80          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT          
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.1 E():   40 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (44-72:162-190) 
 
            20        30        40        50        60        70    
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
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            80 
PAT___ RNAYDWT 
               
gi|223 VQ      
               
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (7-29:14-36) 
 
                      10        20        30        40        50    
PAT___        PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWT                                  
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (31-52:71-92) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (8-34:66-92) 
 
                                      10        20        30        
PAT___                        PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
        40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                                   
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                     
         100       110                             
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (3-56:102-154) 
 
                                           10        20        30   
PAT___                             PVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
              40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
       :  .. .:    : .: . :  :::                         
gi|444 EDVKAGKEKATGLFKLIENY--LVANPDAYN                   
             140       150         160                   
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:142-152) 
 
                                        10        20        30      
PAT___                          PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
          40        50        60        70        80          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT          
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (34-54:121-141) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (15-53:6-44) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                     .  :.   :  .:.:....:..  .: ..    : . :.        
gi|170          MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQT 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
                                                                    
gi|170 FPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFP 
              60        70        80        90       100       110  
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (31-52:111-130) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
               70        80 
PAT___ VVAGIAYAGPWKARNAYDWT 
                            
gi|741 FSTLG                
      140                   
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (33-78:110-154) 
 
             10        20        30        40        50        60   
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.   . .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL 
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      80        90       100       110       120        130         
 
             70        80                                           
PAT___ AGIAYAGPWKARNAYDWT                                           
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (33-78:110-154) 
 
             10        20        30        40        50        60   
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.   . .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL 
      80        90       100       110       120        130         
 
             70        80                                           
PAT___ AGIAYAGPWKARNAYDWT                                           
        ..  .  :   :  :                                             
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:85-109) 
 
                                          10         20        30   
PAT___                            PVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                                        
gi|384 K                                                
                                                        
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:85-109) 
 
                                          10         20        30   
PAT___                            PVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                                        
gi|144 K                                                
                                                        
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:85-109) 
 
                                          10         20        30   
PAT___                            PVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                                        
gi|506 K                                                
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>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (38-64:68-92) 
 
        10        20        30        40        50        60        
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
        70        80                                                
PAT___ AGPWKARNAYDWT                                                
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (38-66:69-95) 
 
        10        20        30        40        50        60        
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        70        80                                                
PAT___ AGPWKARNAYDWT                                                
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (38-66:69-95) 
 
        10        20        30        40        50        60        
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        70        80                                                
PAT___ AGPWKARNAYDWT                                                
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (3-56:102-154) 
 
                                           10        20        30   
PAT___                             PVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
              40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
       :  .. .:    : .: . :  :::                         
gi|444 EDVRAGKEKATGLFKLIENY--LVANPDAYN                   
             140       150         160                   
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (38-66:69-95) 
 
        10        20        30        40        50        60        
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 183



 

 

                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        70        80                                                
PAT___ AGPWKARNAYDWT                                                
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (3-51:102-151) 
 
                                           10        20        30   
PAT___                             PVEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
              40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
       :  .. .:    : .: . :                              
gi|444 EDVKAGKEKATGLFKLIENYLAANPDACN                     
             140       150       160                     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 71.0  bits: 19.7 E():   56 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (34-79:66-109) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (8-28:5-25) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
              : .:   .::: .:.. ....                                 
gi|144    MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEP 
                  10        20        30        40        50        
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (26-49:101-124) 
 
                    10        20        30        40        50      
PAT___      PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
          60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT 
                                 
gi|288 L                         
                                 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (33-52:108-126) 
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             10        20        30        40        50        60   
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
             70        80 
PAT___ AGIAYAGPWKARNAYDWT 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.6  bits: 20.6 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (35-52:721-738) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (35-52:736-753) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.3  bits: 19.4 E():   61 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (2-52:64-114) 
 
                                            10        20        30  
PAT___                              PVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
               40        50        60        70        80           
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT           
        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 69.9  bits: 19.8 E():   63 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (28-75:1-40) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                  ..::   : :.:   ...::. . :    : :: 
gi|224                            ISFR---QQPEENACQFQRLNAQRPDNRIESEG 
                                             10        20        30 
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
            .:   :.  :                                              
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gi|224 -----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF 
                    40        50        60        70        80      
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (16-70:91-153) 
 
                              10        20        30         40     
PAT___                PVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
                 50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWT 
           :.::     : .  ... . :.:. :  :           
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY       
              130       140       150              
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:25-38) 
 
                                     10        20        30         
PAT___                       PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                   
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 20.4 E():   73 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (30-52:153-175) 
 
                10        20        30        40        50          
PAT___  PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
      60        70        80                                        
PAT___ GVVAGIAYAGPWKARNAYDWT                                        
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (2-48:12-55) 
 
                         10        20        30        40        50 
PAT___           PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
               60        70        80                               
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWT                               
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (5-71:33-104) 
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                                         10        20        30     
PAT___                           PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
           40          50        60            70        80    
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYDWT    
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           70        80                                             
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PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           70        80                                             
PAT___ IAYAGPWKARNAYDWT                                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (2-60:11-73) 
 
                        10            20        30        40        
PAT___          PVEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                            
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:89-113) 
 
                                          10         20        30   
PAT___                            PVEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
             40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                                        
gi|209 K                                                
                                                        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (34-67:158-190) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
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Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (23-62:87-126) 
 
                       10        20        30        40        50   
PAT___         PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
             60        70        80                                 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWT                                 
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (23-62:87-126) 
 
                       10        20        30        40        50   
PAT___         PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
             60        70        80                                 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWT                                 
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (11-64:94-145) 
 
                                   10        20            30       
PAT___                     PVEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
         40        50        60        70        80                 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT                 
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (31-52:72-93) 
 
               10        20        30        40        50        60 
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
               70        80                                         
PAT___ VVAGIAYAGPWKARNAYDWT                                         
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (35-70:79-115) 
 
           10        20        30        40        50        60     
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
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            70        80                   
PAT___ GIAYAGPWKARNAYDWT                   
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:14-35) 
 
                      10        20        30        40        50    
PAT___        PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWT                                  
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (34-52:135-153) 
 
            10        20        30        40        50        60    
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            70        80                                            
PAT___ GIAYAGPWKARNAYDWT                                            
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (44-60:32-48) 
 
            20        30        40        50        60        70    
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
            80                                              
PAT___ RNAYDWT                                              
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (60-80:259-276) 
 
      30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                     : . :. :   : .::..: : 
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT 
      230       240       250       260          270       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (39-59:139-159) 
 
       10        20        30        40        50        60         
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
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                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
       70        80                                                 
PAT___ GPWKARNAYDWT                                                 
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 14.1 E():   97 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:1-14) 
 
      30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                     ::. .: :.. : :        
gi|323                               GVLFNIQYVNYWFAP       
                                             10            
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (29-54:52-78) 
 
                 10        20        30         40        50        
PAT___   PVEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
        60        70        80                                      
PAT___ VEGVVAGIAYAGPWKARNAYDWT                                      
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 66.4  bits: 19.7 E():   98 
Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (2-78:82-151) 
 
                                            10        20        30  
PAT___                              PVEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     :..    :  .:..  .:. ..     :   
gi|711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKLTEEEAEKIASMEGVVSVFL-----NEM 
              60        70        80        90       100            
 
              40        50        60         70        80           
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDWT           
       .: .: . :  :.  .    :   ..::. .:.:.  .: :    ..:             
gi|711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK 
        110         120        130       140       150       160    
 
gi|711 GTCETSNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY 
           170       180       190       200       210       220    
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 16.7 E():   99 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (4-32:62-90) 
 
                                          10        20        30    
PAT___                            PVEIRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
            40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                                       
gi|837 K                                               
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 8  - 87 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30    11     2:*=== 
  32    15     8:==*== 
  34    27    22:=======*= 
  36    45    44:==============* 
  38    94    73:========================*======= 
  40    90   102:==============================   * 
  42   136   125:=========================================*==== 
  44   129   137:===========================================  * 
  46   119   140:========================================      * 
  48   115   134:=======================================     * 
  50   146   122:========================================*======== 
  52   118   107:===================================*==== 
  54    77    92:==========================    * 
  56    49    77:=================        * 
  58    57    63:=================== * 
  60    43    51:=============== * 
  62    43    41:=============*= 
  64    47    33:==========*===== 
  66    25    26:========* 
  68    16    20:======* 
  70    14    16:=====* 
  72    16    12:===*== 
  74     8    10:===* 
  76     4     8:==* 
  78    20     6:=*===== 
  80     8     5:=*= 
  82     5     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.39170.00344; mu= 16.3407 0.180 
 mean_var=39.669310.587, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.203632 
 Kolmogorov-Smirnov  statistic: 0.0315 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.7   0.034 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.4     1.3 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.7       2 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 24.8       2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.8     4.4 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.0     6.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.2       7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.5     8.8 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.1      12 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.7      12 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.5      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.7      14 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   56 21.4      15 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 21.9      16 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 21.9      16 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.0      16 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.9      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.9      16 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.3      18 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.3      19 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.3      19 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.1      20 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.9      20 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.7      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      24 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      24 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.3      24 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.3      24 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      24 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      27 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.9      28 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.2      29 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 19.8      34 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.4      34 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.4      36 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.5      37 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.5      37 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.5      37 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.5      37 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.5      37 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.1      40 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      41 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.4      41 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.4      41 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.6      43 
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gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.3      43 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   48 18.7      44 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.2      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      47 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      48 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      49 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      52 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   47 18.4      53 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   47 18.4      53 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   48 18.9      54 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.7      56 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      57 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      57 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      59 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      60 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   49 19.4      61 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.8      64 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      64 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      73 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 18.6      74 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      78 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      78 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      78 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      78 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      78 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      78 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   47 18.7      79 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      79 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.5      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.1      81 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.1      81 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.1      81 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      82 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      90 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      91 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      93 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      93 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.4      94 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      95 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1      96 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.7      99 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   49 19.7      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 128.8  bits: 30.7 E(): 0.034 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (16-49:178-210) 
 
                              10        20        30        40      
PAT___                VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
          50        60        70        80                          
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV                          
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 100.2  bits: 25.4 E():  1.3 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (32-80:113-160) 
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              10        20        30        40        50        60  
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
              70        80                                          
PAT___ AGIAYAGPWKARNAYDWTV                                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.2  bits: 22.7 E():    2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (11-70:4-64) 
 
               10        20        30         40            50      
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  : .:. :...:.:  . :     :   :    .::..   : :  
gi|513        AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
                      10        20        30        40        50    
 
          60        70        80                                    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTV                                    
          ...:: : :  :                                              
gi|513 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQD 
                60        70        80        90       100          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 97.0  bits: 24.8 E():    2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (32-80:113-160) 
 
              10        20        30        40        50        60  
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
              70        80                                          
PAT___ AGIAYAGPWKARNAYDWTV                                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 91.0  bits: 22.8 E():  4.4 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (3-53:42-98) 
 
                                           10             20        
PAT___                             VEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
         30        40        50        60        70        80       
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV       
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (3-53:228-284) 
 
                                           10             20        
PAT___                             VEIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
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         30        40        50        60        70        80       
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV       
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.3  bits: 22.2 E():    7 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (29-64:29-64) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.5  bits: 21.5 E():  8.8 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (25-74:21-62) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                               :...::   : :.:   ...::. . :    : ::  
gi|221     NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG- 
                   10        20           30        40        50    
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
           .:   :.  :                                               
gi|221 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFP 
                 60        70        80        90       100         
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (27-72:262-307) 
 
                   10        20        30        40        50       
PAT___     VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
         60         70        80                                    
PAT___ VEGVVAGIAYA-GPWKARNAYDWTV                                    
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.9  bits: 21.7 E():   12 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:79-98) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
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 initn:  41 init1:  41 opt:  54  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (38-64:83-110) 
 
        10        20        30        40         50        60       
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
         70        80                           
PAT___ AGPWKARNAYDWTV                           
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (34-51:7-24) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (1-51:64-114) 
 
                                             10        20        30 
PAT___                               VEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    :  ...  :. .  ::    .:. 
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
                40        50        60        70        80          
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV          
        :. . :..:  :.: : .  :                                       
gi|158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS 
           100        110       120       130       140       150   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.0  bits: 21.9 E():   16 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (33-78:97-140) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (14-52:6-44) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                    .  :.   :  .:.:....:.   .: ..   :: . :.         
gi|170         MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIF 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
                                                                    
gi|170 PQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQ 
             60        70        80        90       100       110   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (25-74:19-60) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                               :...::   : :.:   ...::. . :    : ::  
gi|571       MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG- 
                     10        20           30        40        50  
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
           .:   :.  :                                               
gi|571 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFP 
                   60        70        80        90       100       
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (25-74:19-60) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                               :...::   : :.:   ...::. . :    : ::  
gi|199       MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG- 
                     10        20           30        40        50  
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
           .:   :.  :                                               
gi|199 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFP 
                   60        70        80        90       100       
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.7  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (25-74:19-60) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                               :...::   : :.:   ...::. . :    : ::  
gi|213       MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG- 
                     10        20           30        40        50  
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
           .:   :.  :                                               
gi|213 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFP 
                   60        70        80        90       100       
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 20.3 E():   18 
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Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:74-90) 
 
              40        50        60        70        80            
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV            
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:91-107) 
 
              40        50        60        70        80            
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV            
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:91-107) 
 
              40        50        60        70        80            
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV            
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.2  bits: 19.1 E():   20 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (65-78:53-66) 
 
           40        50        60        70        80               
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV               
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (35-69:109-143) 
 
           10        20        30        40        50        60     
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
           70        80                 
PAT___ AYAGPWKARNAYDWTV                 
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (18-58:25-65) 
 
                      10        20        30        40        50    
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PAT___        VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTV                                  
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (6-27:3-24) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
            :.:::.. : : .:: :.   :                                  
gi|394    VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAK 
                  10        20        30        40        50        
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.5  bits: 21.7 E():   22 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (5-27:326-348) 
 
                                         10        20        30     
PAT___                           VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
           40        50        60        70        80               
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV               
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (6-75:13-88) 
 
                      10        20          30             40       
PAT___        VEIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV                           
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (6-27:14-35) 
 
                       10        20        30        40        50   
PAT___         VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTV                                 
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139) 
 
               30        40        50        60        70        80 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:13-34) 
 
                      10        20        30        40        50    
PAT___        VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTV                                  
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (43-71:32-61) 
 
             20        30        40        50        60         70  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
              80                                            
PAT___ ARNAYDWTV                                            
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (33-52:113-130) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
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              150       160       170       180       190       200 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (10-39:195-223) 
 
                                    10        20        30          
PAT___                      VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
      40        50        60        70        80    
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV    
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:116-126) 
 
                                         10        20        30     
PAT___                           VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
           40        50        60        70        80         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV         
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (38-61:47-70) 
 
        10        20        30        40        50        60        
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
        70        80                                                
PAT___ GPWKARNAYDWTV                                                
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:142-152) 
 
                                         10        20        30     
PAT___                           VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
           40        50        60        70        80         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV         
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (11-70:11-71) 
 
               10        20        30         40            50      
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PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
          60        70        80                                    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTV                                    
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:142-152) 
 
                                         10        20        30     
PAT___                           VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
           40        50        60        70        80         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV         
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (11-70:11-71) 
 
               10        20        30         40            50      
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
          60        70        80                                    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTV                                    
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (11-70:11-71) 
 
               10        20        30         40            50      
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
          60        70        80                                    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTV                                    
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKD 
         60        70        80        90       100       110       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.1 E():   40 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (43-71:162-190) 
 
             20        30        40        50        60        70   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
             80 
PAT___ RNAYDWTV 
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gi|223 VQ       
                
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (6-28:14-36) 
 
                       10        20        30        40        50   
PAT___         VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTV                                 
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.3  bits: 20.4 E():   41 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (32-80:110-157) 
 
              10        20        30        40        50        60  
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              70        80                                          
PAT___ AGIAYAGPWKARNAYDWTV                                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.3  bits: 20.4 E():   41 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (32-80:110-157) 
 
              10        20        30        40        50        60  
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              70        80                                          
PAT___ AGIAYAGPWKARNAYDWTV                                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (30-51:71-92) 
 
                10        20        30        40        50          
PAT___  VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
      60        70        80                                        
PAT___ VVAGIAYAGPWKARNAYDWTV                                        
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (7-33:66-92) 
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                                       10        20        30       
PAT___                         VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
         40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                                    
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                      
         100       110                              
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (2-55:102-154) 
 
                                            10        20        30  
PAT___                              VEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
               40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
       :  .. .:    : .: . :  :::                          
gi|444 EDVKAGKEKATGLFKLIENY--LVANPDAYN                    
             140       150         160                    
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:142-152) 
 
                                         10        20        30     
PAT___                           VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
           40        50        60        70        80         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV         
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (33-53:121-141) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (14-52:6-44) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                    .  :.   :  .:.:....:..  .: ..    : . :.         
gi|170         MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTF 
                       10        20        30        40        50   
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               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
                                                                    
gi|170 PQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQ 
             60        70        80        90       100       110   
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (30-51:111-130) 
 
                10        20        30        40        50          
PAT___  VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
      60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTV 
                             
gi|741 FSTLG                 
      140                    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:85-109) 
 
                                           10         20        30  
PAT___                             VEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                                         
gi|384 K                                                 
                                                         
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:85-109) 
 
                                           10         20        30  
PAT___                             VEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                                         
gi|506 K                                                 
                                                         
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:85-109) 
 
                                           10         20        30  
PAT___                             VEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                                         
gi|144 K                                                 
                                                         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
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 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (37-63:68-92) 
 
         10        20        30        40        50        60       
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
         70        80                                               
PAT___ AGPWKARNAYDWTV                                               
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (37-65:69-95) 
 
         10        20        30        40        50        60       
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         70        80                                               
PAT___ AGPWKARNAYDWTV                                               
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (37-65:69-95) 
 
         10        20        30        40        50        60       
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         70        80                                               
PAT___ AGPWKARNAYDWTV                                               
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (37-65:69-95) 
 
         10        20        30        40        50        60       
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         70        80                                               
PAT___ AGPWKARNAYDWTV                                               
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (2-55:102-154) 
 
                                            10        20        30  
PAT___                              VEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
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              80        90       100       110       120       130  
 
               40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
       :  .. .:    : .: . :  :::                          
gi|444 EDVRAGKEKATGLFKLIENY--LVANPDAYN                    
             140       150         160                    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (2-50:102-151) 
 
                                            10        20        30  
PAT___                              VEIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
               40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
       :  .. .:    : .: . :                               
gi|444 EDVKAGKEKATGLFKLIENYLAANPDACN                      
             140       150       160                      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 48; 17.1% identity (55.3% similar) in 76 aa overlap (2-69:41-115) 
 
                                            10        20        30  
PAT___                              VEIRPATAADMAAVCDIVNHYIETSTVNFR- 
                                     .. :. ....::. . .... :   :..   
gi|190 PNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKLLG 
               20        30        40        50        60           
 
                  40            50        60        70        80    
PAT___ ---TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV    
           . :. .::  :.:  .      :: ..   ....  . .. :               
gi|190 ISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTL 
      70        80        90       100       110       120          
 
gi|190 HIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVS 
     130       140       150       160       170       180          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (33-78:66-109) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (7-27:5-25) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
             : .:   .::: .:.. ....                                  
gi|144   MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPG 
                 10        20        30        40        50         
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
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Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (25-48:101-124) 
 
                     10        20        30        40        50     
PAT___       VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
           60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTV 
                                  
gi|288 L                          
                                  
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (32-51:108-126) 
 
              10        20        30        40        50        60  
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
              70        80 
PAT___ AGIAYAGPWKARNAYDWTV 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (34-51:721-738) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (34-51:736-753) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.2  bits: 19.4 E():   61 
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (1-51:64-114) 
 
                                             10        20        30 
PAT___                               VEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     : :    : ....  .. .  ::    .:. 
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK 
            40        50        60        70        80        90    
 
                40        50        60        70        80          
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV          
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        :. . :..:  :.. : .  :                                       
gi|204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS 
           100        110       120       130       140       150   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (27-74:1-40) 
 
               10        20        30        40        50        60 
PAT___ VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                 ..::   : :.:   ...::. . :    : ::  
gi|224                           ISFR---QQPEENACQFQRLNAQRPDNRIESEG- 
                                            10        20        30  
 
               70        80                                         
PAT___ VAGIAYAGPWKARNAYDWTV                                         
           .:   :.  :                                               
gi|224 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFP 
                   40        50        60        70        80       
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (15-69:91-153) 
 
                               10        20        30         40    
PAT___                 VEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
                  50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTV 
           :.::     : .  ... . :.:. :  :            
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY        
              130       140       150               
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:25-38) 
 
                                      10        20        30        
PAT___                        VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV                  
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.8  bits: 20.3 E():   73 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (29-51:153-175) 
 
                 10        20        30        40        50         
PAT___   VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
       60        70        80                                       
PAT___ GVVAGIAYAGPWKARNAYDWTV                                       
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.8  bits: 18.6 E():   74 
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (1-47:12-55) 
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                          10        20        30        40          
PAT___            VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                  . .  :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
      50        60        70        80                              
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV                              
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (4-70:33-104) 
 
                                          10        20        30    
PAT___                            VEIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
            40          50        60            70        80   
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTV   
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
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            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            70        80                                            
PAT___ IAYAGPWKARNAYDWTV                                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (1-59:11-73) 
 
                         10            20        30        40       
PAT___           VEIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                 ....  .: : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV                           
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:89-113) 
 
                                           10         20        30  
PAT___                             VEIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
              40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                                         
gi|209 K                                                 
                                                         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
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 initn:  44 init1:  44 opt:  49  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (33-66:158-190) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (22-61:87-126) 
 
                        10        20        30        40        50  
PAT___          VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
              60        70        80                                
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTV                                
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (22-61:87-126) 
 
                        10        20        30        40        50  
PAT___          VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
              60        70        80                                
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTV                                
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.9  bits: 19.1 E():   81 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (10-63:94-145) 
 
                                    10        20            30      
PAT___                      VEIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
          40        50        60        70        80                
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV                
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (30-51:72-93) 
 
                10        20        30        40        50          
PAT___  VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
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              50        60        70        80        90       100  
 
      60        70        80                                        
PAT___ VVAGIAYAGPWKARNAYDWTV                                        
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (34-69:79-115) 
 
            10        20        30        40        50        60    
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
             70        80                  
PAT___ GIAYAGPWKARNAYDWTV                  
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:14-35) 
 
                       10        20        30        40        50   
PAT___         VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTV                                 
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (33-51:135-153) 
 
             10        20        30        40        50        60   
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ GIAYAGPWKARNAYDWTV                                           
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (43-59:32-48) 
 
             20        30        40        50        60        70   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
             80                                             
PAT___ RNAYDWTV                                             
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
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>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (59-79:259-276) 
 
       30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : . :. :   : .::..: :  
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT  
      230       240       250       260          270        
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (38-58:139-159) 
 
        10        20        30        40        50        60        
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
        70        80                                                
PAT___ GPWKARNAYDWTV                                                
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 14.1 E():   96 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:1-14) 
 
       30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     ::. .: :.. : :         
gi|323                               GVLFNIQYVNYWFAP        
                                             10             
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (28-53:52-78) 
 
                  10        20        30         40        50       
PAT___    VEIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
         60        70        80                                     
PAT___ VEGVVAGIAYAGPWKARNAYDWTV                                     
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 16.7 E():   99 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (3-31:62-90) 
 
                                           10        20        30   
PAT___                             VEIRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
             40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                                        
gi|837 K                                                
                                                        
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 66.3  bits: 19.7 E():   99 
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Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (1-77:82-151) 
 
                                             10        20        30 
PAT___                               VEIRPATAADMAAVCDIVNHYIETSTVNFR 
                                     :..    :  .:..  .:. ..     :   
gi|711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKLTEEEAEKIASMEGVVSVFL-----NEM 
              60        70        80        90       100            
 
               40        50         60        70        80          
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDWTV          
       .: .: . :  :.  .    :   ..::. .:.:.  .: :    ..:             
gi|711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK 
        110         120        130       140       150       160    
 
gi|711 GTCETSNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY 
           170       180       190       200       210       220    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 9  - 88 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30    11     2:*=== 
  32    19     8:==*==== 
  34    23    22:=======* 
  36    49    44:==============*== 
  38    89    73:========================*===== 
  40    88   102:==============================   * 
  42   141   125:=========================================*===== 
  44   127   137:===========================================  * 
  46   121   140:=========================================     * 
  48   116   134:=======================================     * 
  50   147   122:========================================*======== 
  52   112   107:===================================*== 
  54    79    92:===========================   * 
  56    48    77:================         * 
  58    56    63:=================== * 
  60    43    51:=============== * 
  62    45    41:=============*= 
  64    46    33:==========*===== 
  66    30    26:========*= 
  68    14    20:===== * 
  70    13    16:=====* 
  72    15    12:===*= 
  74     8    10:===* 
  76     3     8:= * 
  78    22     6:=*====== 
  80     7     5:=*= 
  82     5     3:*= 
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  84     1     3:* 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.36190.00341; mu= 16.4996 0.178 
 mean_var=39.458610.544, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.204176 
 Kolmogorov-Smirnov  statistic: 0.0325 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.7   0.033 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.4     1.3 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.7     1.9 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 24.8       2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.8     4.3 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.0     6.2 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.2     6.9 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.5     8.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.1      11 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.7      12 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.5      12 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.7      14 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 21.9      15 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 21.9      15 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.1      16 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.9      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 21.9      16 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.3      18 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.3      19 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.3      19 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.1      20 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 19.9      20 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.7      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   54 20.9      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      23 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      23 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.3      23 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.3      23 
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gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.3      23 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.3      27 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 18.9      28 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.2      29 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.4      34 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.5      36 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.5      36 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.5      36 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.5      36 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.5      36 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.5      36 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.1      40 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      41 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.4      41 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.4      41 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.6      42 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.3      43 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   48 18.7      43 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.2      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.6      47 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.2      48 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.4      49 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.0      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.0      52 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.0      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.4      53 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   47 18.4      53 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   47 18.4      53 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   48 18.9      53 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.8      55 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.0      56 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.0      56 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.0      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      59 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 19.8      63 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.1      64 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   46 18.1      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      72 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.4      78 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.7      78 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.7      78 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.7      78 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.7      78 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.7      78 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.4      79 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.6      79 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.1      80 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.1      80 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.1      81 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.7      81 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 18.4      89 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.5      89 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   47 18.8      90 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.5      90 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.4      92 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.1      93 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.4      93 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.4      95 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.4      95 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.1      97 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.6      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.7      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 129.0  bits: 30.7 E(): 0.033 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (15-48:178-210) 
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                               10        20        30        40     
PAT___                 EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
           50        60        70        80                         
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE                         
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 100.4  bits: 25.4 E():  1.3 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (31-79:113-160) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 97.3  bits: 22.7 E():  1.9 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (10-69:4-64) 
 
               10        20        30         40            50      
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAE 
                .::.  : .:. :...:.:  . :     :   :    .::..   : :   
gi|513       AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV-- 
                     10        20        30        40        50     
 
          60        70        80                                    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVE                                    
         ...:: : :  :                                               
gi|513 --NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
               60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 97.2  bits: 24.8 E():    2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (31-79:113-160) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 91.1  bits: 22.8 E():  4.3 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (2-52:42-98) 
 
                                            10             20       
PAT___                              EIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
          30        40        50        60        70        80      
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PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE      
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 88.2  bits: 23.0 E():  6.2 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (2-52:228-284) 
 
                                            10             20       
PAT___                              EIRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
          30        40        50        60        70        80      
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE      
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.4  bits: 22.2 E():  6.9 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (28-63:29-64) 
 
                10        20        30        40        50          
PAT___  EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ VAGIAYAGPWKARNAYDWTVE                                        
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.6  bits: 21.5 E():  8.7 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (24-73:21-62) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                              :...::   : :.:   ...::. . :    : ::   
gi|221    NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-- 
                  10        20           30        40        50     
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
          .:   :.  :                                                
gi|221 ---GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPG 
                60        70        80        90       100          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 83.5  bits: 22.1 E():   11 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (26-71:262-307) 
 
                    10        20        30        40        50      
PAT___      EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
          60         70        80                                   
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVE                                   
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 21.7 E():   12 
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Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:79-98) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (37-63:83-110) 
 
         10        20        30        40         50        60      
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
          70        80                          
PAT___ AGPWKARNAYDWTVE                          
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (33-50:7-24) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (32-77:97-140) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (13-51:6-44) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                   .  :.   :  .:.:....:.   .: ..   :: . :.          
gi|170        MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFP 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
                                                                    
gi|170 QPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQS 
            60        70        80        90       100       110    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (24-73:19-60) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                              :...::   : :.:   ...::. . :    : ::   
gi|571      MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-- 
                    10        20           30        40        50   
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
          .:   :.  :                                                
gi|571 ---GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPG 
                  60        70        80        90       100        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (24-73:19-60) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                              :...::   : :.:   ...::. . :    : ::   
gi|199      MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-- 
                    10        20           30        40        50   
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
          .:   :.  :                                                
gi|199 ---GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPG 
                  60        70        80        90       100        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (24-73:19-60) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                              :...::   : :.:   ...::. . :    : ::   
gi|213      MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-- 
                    10        20           30        40        50   
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
          .:   :.  :                                                
gi|213 ---GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPG 
                  60        70        80        90       100        
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.3 E():   18 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:74-90) 
 
               40        50        60        70        80           
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE           
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:91-107) 
 
               40        50        60        70        80           
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE           
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:91-107) 
 
               40        50        60        70        80           
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE           
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.2  bits: 19.1 E():   20 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (64-77:53-66) 
 
            40        50        60        70        80              
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE              
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (34-68:109-143) 
 
            10        20        30        40        50        60    
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
            70        80                
PAT___ AYAGPWKARNAYDWTVE                
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (17-57:25-65) 
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                       10        20        30        40        50   
PAT___         EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVE                                 
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (5-26:3-24) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
           :.:::.. : : .:: :.   :                                   
gi|394   VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKI 
                 10        20        30        40        50         
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.6  bits: 21.7 E():   21 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (4-26:326-348) 
 
                                          10        20        30    
PAT___                            EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
            40        50        60        70        80              
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE              
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (5-74:13-88) 
 
                       10        20          30             40      
PAT___         EIRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE                          
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 54; 26.0% identity (52.0% similar) in 50 aa overlap (2-50:66-114) 
 
                                            10        20         30 
PAT___                              EIRPATAADMAAVCDIVNHYIETSTVNFR-T 
                                     :    :  ...  :. .  ::    .:. : 
gi|158 DALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKT 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE           
       . . :..:  :.: : .  :                                         
gi|158 DKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSST 
         100        110       120       130       140       150     
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 226



 

 

>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (5-26:14-35) 
 
                        10        20        30        40        50  
PAT___          EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVE                                
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:114-139) 
 
      20        30        40        50        60        70          
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PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      80                                                            
PAT___ E                                                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (5-26:13-34) 
 
                       10        20        30        40        50   
PAT___         EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVE                                 
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (42-70:32-61) 
 
              20        30        40        50         60        70 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
               80                                           
PAT___ ARNAYDWTVE                                           
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (32-51:113-130) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.4 E():   34 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (4-14:116-126) 
 
                                          10        20        30    
PAT___                            EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
            40        50        60        70        80        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE        
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gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (37-60:47-70) 
 
         10        20        30        40        50        60       
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
         70        80                                               
PAT___ GPWKARNAYDWTVE                                               
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   36 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (4-14:142-152) 
 
                                          10        20        30    
PAT___                            EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
            40        50        60        70        80        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE        
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   36 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (10-69:11-71) 
 
                10        20        30         40            50     
PAT___  EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
           60        70        80                                   
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVE                                   
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   36 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (10-69:11-71) 
 
                10        20        30         40            50     
PAT___  EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
           60        70        80                                   
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVE                                   
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKD 
         60        70        80        90       100       110       
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   36 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (10-69:11-71) 
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                10        20        30         40            50     
PAT___  EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
           60        70        80                                   
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVE                                   
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.5 E():   36 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (4-14:142-152) 
 
                                          10        20        30    
PAT___                            EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
            40        50        60        70        80        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE        
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.1 E():   40 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (42-70:162-190) 
 
              20        30        40        50        60        70  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
              80 
PAT___ RNAYDWTVE 
                 
gi|223 VQ        
                 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (5-27:14-36) 
 
                        10        20        30        40        50  
PAT___          EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVE                                
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (31-79:110-157) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
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               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (31-79:110-157) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (29-50:71-92) 
 
                 10        20        30        40        50         
PAT___   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
       60        70        80                                       
PAT___ VVAGIAYAGPWKARNAYDWTVE                                       
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (6-32:66-92) 
 
                                        10        20        30      
PAT___                          EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
          40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                                     
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                       
         100       110                               
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (1-54:102-154) 
 
                                             10        20        30 
PAT___                               EIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
                40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
       :  .. .:    : .: . :  :::                           
gi|444 EDVKAGKEKATGLFKLIENY--LVANPDAYN                     
             140       150         160                     
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.2 E():   45 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (4-14:142-152) 
 
                                          10        20        30    
PAT___                            EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
            40        50        60        70        80        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE        
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (32-52:121-141) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (13-51:6-44) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                   .  :.   :  .:.:....:..  .: ..    : . :.          
gi|170        MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFP 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
                                                                    
gi|170 QPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQS 
            60        70        80        90       100       110    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (29-50:111-130) 
 
                 10        20        30        40        50         
PAT___   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
       60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVE 
                              
gi|741 FSTLG                  
      140                     
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (2-25:85-109) 
 
                                            10         20        30 
PAT___                              EIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
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           60        70        80        90       100       110     
 
               40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                                          
gi|384 K                                                  
                                                          
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (2-25:85-109) 
 
                                            10         20        30 
PAT___                              EIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                                          
gi|506 K                                                  
                                                          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (2-25:85-109) 
 
                                            10         20        30 
PAT___                              EIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                                          
gi|144 K                                                  
                                                          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (36-62:68-92) 
 
          10        20        30        40        50        60      
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
          70        80                                              
PAT___ AGPWKARNAYDWTVE                                              
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (36-64:69-95) 
 
          10        20        30        40        50        60      
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          70        80                                              
PAT___ AGPWKARNAYDWTVE                                              
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
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>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (36-64:69-95) 
 
          10        20        30        40        50        60      
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          70        80                                              
PAT___ AGPWKARNAYDWTVE                                              
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (36-64:69-95) 
 
          10        20        30        40        50        60      
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          70        80                                              
PAT___ AGPWKARNAYDWTVE                                              
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (1-49:102-151) 
 
                                             10        20        30 
PAT___                               EIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
                40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
       :  .. .:    : .: . :                                
gi|444 EDVKAGKEKATGLFKLIENYLAANPDACN                       
             140       150       160                       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (1-54:102-154) 
 
                                             10        20        30 
PAT___                               EIRPATAADMAAVCDIVNHYIETSTVNFRT 
                                     ::. ...:: ...   ...:  :. :...  
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE 
              80        90       100       110       120       130  
 
                40        50        60        70        80 
PAT___ EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
       :  .. .:    : .: . :  :::                           
gi|444 EDVRAGKEKATGLFKLIENY--LVANPDAYN                     
             140       150         160                     
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.3  bits: 18.9 E():   53 
Smith-Waterman score: 48; 17.1% identity (55.3% similar) in 76 aa overlap (1-68:41-115) 
 
                                             10        20           
PAT___                               EIRPATAADMAAVCDIVNHYIETSTVNFR- 
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                                     .. :. ....::. . .... :   :..   
gi|190 PNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKLLG 
               20        30        40        50        60           
 
         30        40            50        60        70        80   
PAT___ ---TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE   
           . :. .::  :.:  .      :: ..   ....  . .. :               
gi|190 ISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTL 
      70        80        90       100       110       120          
 
gi|190 HIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVS 
     130       140       150       160       170       180          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (32-77:66-109) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.0 E():   56 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (6-26:5-25) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
            : .:   .::: .:.. ....                                   
gi|144  MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGS 
                10        20        30        40        50          
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.9  bits: 18.0 E():   56 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (31-50:108-126) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
               70        80 
PAT___ AGIAYAGPWKARNAYDWTVE 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.0 E():   56 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (24-47:101-124) 
 
                      10        20        30        40        50    
PAT___        EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
            60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVE 
                                   
gi|288 L                           
                                   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.6  bits: 20.6 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (33-50:721-738) 
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             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (33-50:736-753) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (26-73:1-40) 
 
               10        20        30        40        50        60 
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                ..::   : :.:   ...::. . :    : ::   
gi|224                          ISFR---QQPEENACQFQRLNAQRPDNRIESEG-- 
                                           10        20        30   
 
               70        80                                         
PAT___ AGIAYAGPWKARNAYDWTVE                                         
          .:   :.  :                                                
gi|224 ---GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPG 
                  40        50        60        70        80        
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (14-68:91-153) 
 
                                10        20        30              
PAT___                  EIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
         40        50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVE 
           :.::     : .  ... . :.:. :  :             
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY         
              130       140       150                
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:25-38) 
 
                                       10        20        30       
PAT___                         EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                               .. : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
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         40        50        60        70        80                 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE                 
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 20.4 E():   72 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (28-50:153-175) 
 
                  10        20        30        40        50        
PAT___    EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
        60        70        80                                      
PAT___ GVVAGIAYAGPWKARNAYDWTVE                                      
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (3-69:33-104) 
 
                                           10        20        30   
PAT___                             EIRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
             40          50        60            70        80  
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTVE  
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (33-57:135-159) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (33-57:135-159) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (33-57:135-159) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (33-57:135-159) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (33-57:135-159) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ IAYAGPWKARNAYDWTVE                                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (2-25:89-113) 
 
                                            10         20        30 
PAT___                              EIRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
               40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                                          
gi|209 K                                                  
                                                          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (32-65:158-190) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
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       130       140       150       160        170       180       
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (21-60:87-126) 
 
                         10        20        30        40        50 
PAT___           EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
               60        70        80                               
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVE                               
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (21-60:87-126) 
 
                         10        20        30        40        50 
PAT___           EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
               60        70        80                               
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVE                               
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (9-62:94-145) 
 
                                     10            20        30     
PAT___                       EIRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
           40        50        60        70        80               
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE               
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (29-50:72-93) 
 
                 10        20        30        40        50         
PAT___   EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
       60        70        80                                       
PAT___ VVAGIAYAGPWKARNAYDWTVE                                       
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (5-46:17-55) 
 
                           10        20        30        40         
PAT___             EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                       :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
       50        60        70        80                             
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE                             
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (33-68:79-115) 
 
             10        20        30        40        50        60   
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
              70        80                 
PAT___ GIAYAGPWKARNAYDWTVE                 
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 47; 22.0% identity (54.0% similar) in 50 aa overlap (2-50:66-114) 
 
                                            10        20         30 
PAT___                              EIRPATAADMAAVCDIVNHYIETSTVNFR-T 
                                     :    : ....  .. .  ::    .:. : 
gi|204 DSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKT 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE           
       . . :..:  :.. : .  :                                         
gi|204 DKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGT 
         100        110       120       130       140       150     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:14-35) 
 
                        10        20        30        40        50  
PAT___          EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVE                                
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (32-50:135-153) 
 
              10        20        30        40        50        60  
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
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                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
              70        80                                          
PAT___ GIAYAGPWKARNAYDWTVE                                          
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (42-58:32-48) 
 
              20        30        40        50        60        70  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
              80                                            
PAT___ RNAYDWTVE                                            
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (58-78:259-276) 
 
        30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     : . :. :   : .::..: :   
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT   
      230       240       250       260          270         
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (37-57:139-159) 
 
         10        20        30        40        50        60       
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
         70        80                                               
PAT___ GPWKARNAYDWTVE                                               
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (7-58:18-73) 
 
                          10            20        30        40      
PAT___            EIRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE                          
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 14.1 E():   97 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:1-14) 
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        30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     ::. .: :.. : :          
gi|323                               GVLFNIQYVNYWFAP         
                                             10              
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (27-52:52-78) 
 
                   10        20        30         40        50      
PAT___     EIRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
          60        70        80                                    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVE                                    
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 16.7 E():   99 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (2-30:62-90) 
 
                                            10        20        30  
PAT___                              EIRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
              40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                                         
gi|837 K                                                 
                                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 10  - 89 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32    11     8:=*= 
  34    26    22:=====*= 
  36    31    44:========  * 
  38    75    73:==================* 
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  40    91   102:=======================  * 
  42   130   125:===============================*= 
  44   185   137:==================================*============ 
  46   111   140:============================      * 
  48   115   134:=============================    * 
  50   113   122:============================= * 
  52   128   107:==========================*===== 
  54    76    92:===================   * 
  56    65    77:=================  * 
  58    48    63:============   * 
  60    49    51:============* 
  62    41    41:==========* 
  64    35    33:========* 
  66    49    26:======*====== 
  68    21    20:====*= 
  70     9    16:===* 
  72    15    12:==*= 
  74    11    10:==* 
  76     4     8:=* 
  78    18     6:=*=== 
  80    10     5:=*= 
  82     5     3:*= 
  84     3     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50800.00341; mu= 15.1419 0.178 
 mean_var=39.459710.852, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.204173 
 Kolmogorov-Smirnov  statistic: 0.0282 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 30.9    0.03 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.6     1.2 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 22.9     1.7 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.0     1.8 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   61 22.9     3.9 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   61 23.2     5.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.4     6.2 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.7     7.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.3      10 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.7      11 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.9      11 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 19.9      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.0      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.0      14 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.2      14 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.1      15 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.1      15 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.1      15 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.4      16 
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gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.5      17 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.5      17 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.3      17 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.1      18 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.7      18 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.7      18 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.8      19 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.8      20 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.8      20 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   54 21.0      20 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.5      24 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.1      24 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.3      26 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.6      30 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 20.0      30 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.6      32 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.6      32 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.6      32 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.6      32 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.6      32 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.6      32 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.3      36 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.9      36 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.5      37 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.5      37 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.5      38 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.7      38 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.3      40 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.8      42 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.4      43 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.6      43 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   46 18.2      45 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   46 18.2      45 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   46 18.2      45 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.6      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.6      47 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.6      47 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.6      47 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.2      50 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.2      50 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.2      50 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.9      50 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      55 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.3      56 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      58 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   47 18.7      58 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.5      67 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.6      68 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   44 17.6      69 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.9      70 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.9      70 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.9      70 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.9      70 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.9      70 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.3      72 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.3      72 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.7      73 
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gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.9      73 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.3      73 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.7      79 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.7      80 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 18.5      80 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.4      80 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.3      81 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   47 18.9      82 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.5      82 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.5      83 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.5      84 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.6      85 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.6      86 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   44 17.7      86 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 16.9      86 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.7      87 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.4      90 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   43 17.4      90 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.4      90 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.4      90 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.4      90 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.4      90 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.4      90 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.4      90 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.4      90 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.4      90 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.6      93 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.6      93 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.4      95 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.6      95 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.0      95 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.0      96 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.0      97 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.0      97 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.6      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 129.7  bits: 30.9 E(): 0.03 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (14-47:178-210) 
 
                                10        20        30        40    
PAT___                  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
            50        60        70        80                        
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                        
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 101.1  bits: 25.6 E():  1.2 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (30-78:113-160) 
 
                10        20        30        40        50          
PAT___  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
      60        70        80                                        
PAT___ AGIAYAGPWKARNAYDWTVES                                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 98.3  bits: 22.9 E():  1.7 
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Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (9-68:4-64) 
 
               10        20        30         40            50      
PAT___+ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEV 
               .::.  : .:. :...:.:  . :     :   :    .::..   : :    
gi|513      AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV--- 
                    10        20        30        40        50      
 
          60        70        80                                   
PAT___ EGVVAGIAYAGPWKARNAYDWTVES                                   
        ...:: : :  :                                               
gi|513 -NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
              60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 97.9  bits: 25.0 E():  1.8 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (30-78:113-160) 
 
                10        20        30        40        50          
PAT___  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
      60        70        80                                        
PAT___ AGIAYAGPWKARNAYDWTVES                                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 91.9  bits: 22.9 E():  3.9 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (1-51:42-98) 
 
                                             10              20     
PAT___                               IRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
              20        30        40        50        60        70  
 
           30        40        50        60        70        80     
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES     
        :. .  .. .  ... .: . :::::                                  
gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM 
              80        90       100       110       120       130  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 89.0  bits: 23.2 E():  5.7 
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (1-51:228-284) 
 
                                             10              20     
PAT___                               IRPATAADMA-----AVCDIVNHY-IETST 
                                     :.:. : : :     :    .. : . : . 
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV 
       200       210       220       230       240       250        
 
           30        40        50        60        70        80     
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES     
        :. .  .. .  ... .: . :::::                                  
gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM 
       260       270       280       290       300       310        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.3  bits: 22.4 E():  6.2 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (27-62:29-64) 
 
                 10        20        30        40        50         
PAT___   IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
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       60        70        80                                       
PAT___ VAGIAYAGPWKARNAYDWTVES                                       
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 86.5  bits: 21.7 E():  7.7 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (23-72:21-62) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                             :...::   : :.:   ...::. . :    : ::    
gi|221   NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG--- 
                 10        20           30        40        50      
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
         .:   :.  :                                                 
gi|221 --GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGC 
               60        70        80        90       100       110 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 84.2  bits: 22.3 E():   10 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (25-70:262-307) 
 
                     10        20        30        40        50     
PAT___       IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
           60         70        80                                  
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVES                                  
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (36-62:83-110) 
 
          10        20        30        40         50        60     
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
           70        80                         
PAT___ AGPWKARNAYDWTVES                         
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.8  bits: 21.9 E():   11 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:79-98) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 19.9 E():   12 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (32-49:7-24) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (31-76:97-140) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (12-50:6-44) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .  :.   :  .:.:....:.   .: ..   :: . :.           
gi|170       MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQ 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|170 PQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSK 
           60        70        80        90       100       110     
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.6  bits: 22.1 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (23-72:19-60) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                             :...::   : :.:   ...::. . :    : ::    
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gi|571     MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG--- 
                   10        20           30        40        50    
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
         .:   :.  :                                                 
gi|571 --GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGC 
                 60        70        80        90       100         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.6  bits: 22.1 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (23-72:19-60) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                             :...::   : :.:   ...::. . :    : ::    
gi|199     MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG--- 
                   10        20           30        40        50    
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
         .:   :.  :                                                 
gi|199 --GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGC 
                 60        70        80        90       100         
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.5  bits: 22.1 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (23-72:19-60) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                             :...::   : :.:   ...::. . :    : ::    
gi|213     MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG--- 
                   10        20           30        40        50    
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
         .:   :.  :                                                 
gi|213 --GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGC 
                 60        70        80        90       100         
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 20.4 E():   16 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:74-90) 
 
      30        40        50        60        70        80          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES          
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 20.5 E():   17 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:91-107) 
 
      30        40        50        60        70        80          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES          
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 20.5 E():   17 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:91-107) 
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      30        40        50        60        70        80          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES          
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.3  bits: 19.3 E():   17 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (63-76:53-66) 
 
             40        50        60        70        80             
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES             
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.1 E():   18 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (33-67:109-143) 
 
             10        20        30        40        50        60   
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
             70        80               
PAT___ AYAGPWKARNAYDWTVES               
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (16-56:25-65) 
 
                        10        20        30        40        50  
PAT___          IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVES                                
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (4-25:3-24) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
          :.:::.. : : .:: :.   :                                    
gi|394  VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIE 
                10        20        30        40        50          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (4-73:13-88) 
 
                        10        20          30             40     
PAT___          IRPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
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gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                         
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.3  bits: 21.8 E():   20 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (3-25:326-348) 
 
                                           10        20        30   
PAT___                             IRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
             40        50        60        70        80             
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES             
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.8 E():   20 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (4-25:14-35) 
 
                         10        20        30        40        50 
PAT___           IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVES                               
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.1  bits: 21.0 E():   20 
Smith-Waterman score: 54; 26.0% identity (52.0% similar) in 50 aa overlap (1-49:66-114) 
 
                                             10        20           
PAT___                               IRPATAADMAAVCDIVNHYIETSTVNFR-T 
                                     :    :  ...  :. .  ::    .:. : 
gi|158 DALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKT 
          40        50        60        70        80        90      
 
      30        40        50        60        70        80          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES          
       . . :..:  :.: : .  :                                         
gi|158 DKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSST 
         100        110       120       130       140       150     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 254



 

 

PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:114-139) 
 
       20        30        40        50        60        70         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       80                                                           
PAT___ ES                                                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (4-25:13-34) 
 
                        10        20        30        40        50  
PAT___          IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVES                                
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.5  bits: 19.1 E():   24 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (41-69:32-61) 
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               20        30        40        50         60          
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
      70        80                                          
PAT___ ARNAYDWTVES                                          
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (31-50:113-130) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 19.6 E():   30 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (3-13:116-126) 
 
                                           10        20        30   
PAT___                             IRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
             40        50        60        70        80       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES       
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (8-37:195-223) 
 
                                      10        20        30        
PAT___                        IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
        40        50        60        70        80  
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES  
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 19.6 E():   32 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (36-59:47-70) 
 
          10        20        30        40        50        60      
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
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          70        80                                              
PAT___ GPWKARNAYDWTVES                                              
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 19.6 E():   32 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (3-13:142-152) 
 
                                           10        20        30   
PAT___                             IRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
             40        50        60        70        80       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES       
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 19.6 E():   32 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (9-68:11-71) 
 
                 10        20        30         40            50    
PAT___   IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
            60        70        80                                  
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVES                                  
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 19.6 E():   32 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (3-13:142-152) 
 
                                           10        20        30   
PAT___                             IRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
             40        50        60        70        80       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES       
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 19.6 E():   32 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (9-68:11-71) 
 
                 10        20        30         40            50    
PAT___   IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
            60        70        80                                  
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVES                                  
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 19.6 E():   32 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (9-68:11-71) 
 
                 10        20        30         40            50    
PAT___   IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
            60        70        80                                  
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVES                                  
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKD 
         60        70        80        90       100       110       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.3 E():   36 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (41-69:162-190) 
 
               20        30        40        50        60        70 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
               80 
PAT___ RNAYDWTVES 
                  
gi|223 VQ         
                  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (4-26:14-36) 
 
                         10        20        30        40        50 
PAT___           IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVES                               
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.1  bits: 20.5 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (30-78:110-157) 
 
                10        20        30        40        50          
PAT___  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
      60        70        80                                        
PAT___ AGIAYAGPWKARNAYDWTVES                                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.1  bits: 20.5 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (30-78:110-157) 
 
                10        20        30        40        50          
PAT___  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
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      80        90       100       110        120       130         
 
      60        70        80                                        
PAT___ AGIAYAGPWKARNAYDWTVES                                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (5-31:66-92) 
 
                                         10        20        30     
PAT___                           IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
           40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                                      
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                        
         100       110                                
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (28-49:71-92) 
 
                  10        20        30        40        50        
PAT___    IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
        60        70        80                                      
PAT___ VVAGIAYAGPWKARNAYDWTVES                                      
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.3 E():   40 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (3-13:142-152) 
 
                                           10        20        30   
PAT___                             IRPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
             40        50        60        70        80       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES       
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (31-51:121-141) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
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>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (12-50:6-44) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .  :.   :  .:.:....:..  .: ..    : . :.           
gi|170       MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQ 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|170 PQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQ 
           60        70        80        90       100       110     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (28-49:111-130) 
 
                  10        20        30        40        50        
PAT___    IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVES 
                               
gi|741 FSTLG                   
      140                      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.2 E():   45 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (1-24:85-109) 
 
                                             10         20          
PAT___                               IRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                                           
gi|506 K                                                   
                                                           
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.2 E():   45 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (1-24:85-109) 
 
                                             10         20          
PAT___                               IRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . : .:: . . : . : . : :::      
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                                           
gi|384 K                                                   
                                                           
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.2 E():   45 
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (1-24:85-109) 
 
                                             10         20          
PAT___                               IRPATAADMAAVCDI-VNHYIETSTVNFRT 
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                                     . : .:: . . : . : . : :::      
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                                           
gi|144 K                                                   
                                                           
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (35-61:68-92) 
 
           10        20        30        40        50        60     
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
           70        80                                             
PAT___ AGPWKARNAYDWTVES                                             
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (35-63:69-95) 
 
           10        20        30        40        50        60     
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           70        80                                             
PAT___ AGPWKARNAYDWTVES                                             
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (35-63:69-95) 
 
           10        20        30        40        50        60     
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           70        80                                             
PAT___ AGPWKARNAYDWTVES                                             
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (35-63:69-95) 
 
           10        20        30        40        50        60     
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           70        80                                             
PAT___ AGPWKARNAYDWTVES                                             
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gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (23-46:101-124) 
 
                       10        20        30        40        50   
PAT___         IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
             60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVES 
                                    
gi|288 L                            
                                    
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (30-49:108-126) 
 
                10        20        30        40        50          
PAT___  IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
      60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVES 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 71.8  bits: 19.9 E():   50 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (31-76:66-109) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (32-49:721-738) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
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gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.1  bits: 20.8 E():   55 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (32-49:736-753) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (13-67:91-153) 
 
                                 10        20         30            
PAT___                   IRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
          40        50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVES 
           :.::     : .  ... . :.:. :  :              
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY          
              130       140       150                 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (25-72:1-40) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                               ..::   : :.:   ...::. . :    : ::    
gi|224                         ISFR---QQPEENACQFQRLNAQRPDNRIESEG--- 
                                          10        20        30    
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
         .:   :.  :                                                 
gi|224 --GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGC 
                 40        50        60        70        80         
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 47; 17.8% identity (54.8% similar) in 73 aa overlap (3-67:44-115) 
 
                                           10        20             
PAT___                             IRPATAADMAAVCDIVNHYIETSTVNFR---- 
                                     :. ....::. . .... :   :..      
gi|190 ELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKLLGISC 
            20        30        40        50        60         70   
 
       30        40            50        60        70        80     
PAT___ TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES     
        . :. .::  :.:  .      :: ..   ....  . .. :                  
gi|190 DDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIV 
             80        90       100       110       120       130   
 
gi|190 GPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEE 
            140       150       160       170       180       190   
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (27-49:153-175) 
 
                   10        20        30        40        50       
PAT___     IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
         60        70        80                                     
PAT___ GVVAGIAYAGPWKARNAYDWTVES                                     
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (2-68:33-104) 
 
                                            10        20        30  
PAT___                              IRPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
              40          50        60            70        80 
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTVES 
       :  :  .    ..     :  ..:  .:.:.:    ...  ::             
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV 
              70        80        90       100       110       
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (1-24:89-113) 
 
                                             10         20          
PAT___                               IRPATAADMAAVCDI-VNHYIETSTVNFRT 
                                     . :. :: . . : . : . : :::      
gi|209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV 
       60        70        80        90       100       110         
 
      30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                                           
gi|209 K                                                   
                                                           
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (32-56:135-159) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (32-56:135-159) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
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          110       120       130       140       150       160     
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (32-56:135-159) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (32-56:135-159) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (32-56:135-159) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              70        80                                          
PAT___ IAYAGPWKARNAYDWTVES                                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (20-59:87-126) 
 
                          10        20        30        40          
PAT___            IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
      50        60        70        80                              
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVES                              
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 266



 

 

 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (20-59:87-126) 
 
                          10        20        30        40          
PAT___            IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
      50        60        70        80                              
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVES                              
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.9  bits: 19.7 E():   73 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (31-64:158-190) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (28-49:72-93) 
 
                  10        20        30        40        50        
PAT___    IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
        60        70        80                                      
PAT___ VVAGIAYAGPWKARNAYDWTVES                                      
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (8-61:94-145) 
 
                                      10            20        30    
PAT___                        IRPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
            40        50        60        70        80              
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES              
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (32-67:79-115) 
 
              10        20        30        40        50        60  
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
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                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
               70        80                
PAT___ GIAYAGPWKARNAYDWTVES                
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:14-35) 
 
                         10        20        30        40        50 
PAT___           IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVES                               
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (4-45:17-55) 
 
                            10        20        30        40        
PAT___              IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                       :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
        50        60        70        80                            
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                            
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.1  bits: 14.4 E():   80 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:1-14) 
 
         30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ::. .: :.. : :           
gi|323                               GVLFNIQYVNYWFAP          
                                             10               
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.3 E():   81 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (41-57:32-48) 
 
               20        30        40        50        60        70 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
               80                                           
PAT___ RNAYDWTVES                                           
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 47; 22.0% identity (54.0% similar) in 50 aa overlap (1-49:66-114) 
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                                             10        20           
PAT___                               IRPATAADMAAVCDIVNHYIETSTVNFR-T 
                                     :    : ....  .. .  ::    .:. : 
gi|204 DSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKT 
          40        50        60        70        80        90      
 
      30        40        50        60        70        80          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES          
       . . :..:  :.. : .  :                                         
gi|204 DKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGT 
         100        110       120       130       140       150     
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (56-80:242-266) 
 
          30        40        50        60        70        80  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES  
                                     : ..:  :    ::: ..:  .:..  
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK 
             220       230       240       250       260        
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (31-49:135-153) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (57-77:259-276) 
 
         30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : . :. :   : .::..: :    
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT    
      230       240       250       260          270          
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (36-56:139-159) 
 
          10        20        30        40        50        60      
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
          70        80                                              
PAT___ GPWKARNAYDWTVES                                              
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.6  bits: 18.6 E():   86 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (6-57:18-73) 
 
                           10            20        30        40     
PAT___             IRPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
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                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                         
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 44; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:26-38) 
 
                                        10        20        30      
PAT___                          IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ 
                                . : :::.. :.:                       
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                
                                                                    
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 16.9 E():   86 
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (1-29:62-90) 
 
                                             10        20        30 
PAT___                               IRPATAADMAAVCDIVNHYIETSTVNFRTE 
                                     . : .:: . . : .   :  ....:  :  
gi|837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATV 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                                          
gi|837 K                                                  
                                                          
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (26-51:52-78) 
 
                    10        20         30        40        50     
PAT___      IRPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
           60        70        80                                   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVES                                   
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (25-46:103-124) 
 
                     10        20        30        40        50     
PAT___       IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
           60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVES 
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>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|110 MSWQTYVDEHLMCEIEGHHLSSAAIVGHDGAVWAQSTAFPQFKPEEMTNIIKDFDEPGFL 
               10        20        30        40        50        60 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (15-46:93-124) 
 
                               10        20        30        40     
PAT___                 IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
           50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
        :                                   
gi|261 GDYLIEQGL                            
            130                             
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (25-46:103-124) 
 
                     10        20        30        40        50     
PAT___       IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVES 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|464 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (25-46:103-124) 
 
                     10        20        30        40        50     
PAT___       IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
           60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVES 
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>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (25-46:103-124) 
 
                     10        20        30        40        50     
PAT___       IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
           60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVES 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (25-46:103-124) 
 
                     10        20        30        40        50     
PAT___       IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVES 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAIFGHDGTVWAQSADFPQFKPEEITGIMKDLDEPGHL 
               10        20        30        40        50        60 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (57-77:277-294) 
 
         30        40        50        60        70        80       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES       
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (57-77:277-294) 
 
         30        40        50        60        70        80       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES       
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.4 E():   95 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (51-75:13-35) 
 
               30        40        50        60        70        80 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
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                                 10        20        30          40 
 
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.6 E():   95 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (71-78:234-241) 
 
               50        60        70        80                     
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                     
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (9-51:17-66) 
 
                       10               20        30        40      
PAT___         IRPATAADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES                          
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (20-41:213-232) 
 
                          10        20        30        40          
PAT___            IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
      50        60        70        80                              
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVES                              
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.0 E():   97 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (45-57:36-48) 
 
           20        30        40        50        60        70     
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           80                                       
PAT___ DWTVES                                       
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.0 E():   97 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (45-57:36-48) 
 
           20        30        40        50        60        70     
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PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           80                                       
PAT___ DWTVES                                       
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (31-49:135-153) 
 
               10        20        30        40        50        60 
PAT___ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ GIAYAGPWKARNAYDWTVES                                         
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (40-65:137-162) 
 
      10        20        30        40        50        60          
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
      70        80                                                  
PAT___ ARNAYDWTVES                                                  
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 11  - 90 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
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  32    11     8:=*= 
  34    25    22:=====*= 
  36    28    44:=======   * 
  38    83    73:==================*== 
  40    95   102:======================== * 
  42   116   125:=============================  * 
  44   186   137:==================================*============ 
  46   112   140:============================      * 
  48   113   134:=============================    * 
  50   117   122:==============================* 
  52   124   107:==========================*==== 
  54    72    92:==================    * 
  56    74    77:===================* 
  58    47    63:============   * 
  60    53    51:============*= 
  62    40    41:==========* 
  64    30    33:========* 
  66    48    26:======*===== 
  68    27    20:====*== 
  70    11    16:===* 
  72    11    12:==* 
  74     9    10:==* 
  76     7     8:=* 
  78    17     6:=*=== 
  80     9     5:=*= 
  82     7     3:*= 
  84     4     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.62160.00341; mu= 14.4375 0.178 
 mean_var=38.971210.936, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.205448 
 Kolmogorov-Smirnov  statistic: 0.0273 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.0   0.028 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.6     1.1 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.0     1.6 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.0     1.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.4     5.9 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   58 22.1     6.8 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.8     7.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.3      10 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   58 22.3      10 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.7      10 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 21.9      11 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.0      12 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.3      14 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.1      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.1      14 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.1      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.1      14 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.1      14 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.5      15 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.5      16 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.5      16 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.4      16 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.2      17 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.8      17 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.8      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.8      18 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.8      19 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.8      19 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.5      23 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.1      23 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 20.8      24 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.4      25 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.6      29 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 20.1      29 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.7      31 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.7      31 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.7      31 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.7      31 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.7      31 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.7      31 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.9      34 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.3      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.6      36 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.8      37 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.6      37 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.6      37 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.4      38 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.8      41 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.6      41 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.4      42 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.7      45 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.7      45 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.7      45 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.7      45 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.3      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.3      47 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.3      47 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.9      49 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      54 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.4      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      54 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   47 18.8      56 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      57 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   44 17.7      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.5      67 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.9      68 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.9      68 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.9      68 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.9      68 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.9      68 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.3      71 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.3      71 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.9      71 
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gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.7      72 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.3      72 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.5      73 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.7      75 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.8      77 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.4      78 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 18.6      78 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.4      79 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.4      79 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.4      79 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.6      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.6      81 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   43 17.4      81 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.6      81 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.6      83 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.8      83 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.6      83 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.4      86 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.4      86 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   43 17.4      86 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.4      86 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.4      86 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.4      86 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.4      86 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.4      86 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.4      86 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.4      86 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.4      91 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.6      91 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.6      91 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.1      92 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.1      92 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.7      93 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.1      93 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.1      95 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.7      96 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 17.9      97 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   46 18.7      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1      98 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 130.2  bits: 31.0 E(): 0.028 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (13-46:178-210) 
 
                                 10        20        30        40   
PAT___                   RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
             50        60        70        80                       
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                       
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 101.4  bits: 25.6 E():  1.1 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (29-77:113-160) 
 
                 10        20        30        40        50         
PAT___   RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
       60        70        80                                       
PAT___ AGIAYAGPWKARNAYDWTVEST                                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
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>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 98.9  bits: 23.0 E():  1.6 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (8-67:4-64) 
 
               10        20        30         40            50      
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVE 
              .::.  : .:. :...:.:  . :     :   :    .::..   : :     
gi|513     AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV---- 
                   10        20        30        40        50       
 
          60        70        80                                  
PAT___ GVVAGIAYAGPWKARNAYDWTVEST                                  
       ...:: : :  :                                               
gi|513 NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
             60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 98.2  bits: 25.0 E():  1.7 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (29-77:113-160) 
 
                 10        20        30        40        50         
PAT___   RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
       60        70        80                                       
PAT___ AGIAYAGPWKARNAYDWTVEST                                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.6  bits: 22.4 E():  5.9 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (26-61:29-64) 
 
                  10        20        30        40        50        
PAT___+    RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ VAGIAYAGPWKARNAYDWTVEST                                      
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.5  bits: 22.1 E():  6.8 
Smith-Waterman score: 58; 25.0% identity (56.2% similar) in 48 aa overlap (3-50:51-98) 
 
                                           10        20        30   
PAT___                             RPATAADMAAVCDIVNHYIETSTVNFRTEPQT 
                                     :: .  :   .:  . . : . :. .  .. 
gi|668 HGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
               30        40        50        60        70        80 
 
             40        50        60        70        80             
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST             
        .  ... .: . :::::                                           
gi|668 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSD 
               90       100       110       120       130       140 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 86.9  bits: 21.8 E():  7.4 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (22-71:21-62) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
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                            :...::   : :.:   ...::. . :    : ::     
gi|221  NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG---- 
                10        20           30        40        50       
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
        .:   :.  :                                                  
gi|221 -GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCP 
              60        70        80        90       100       110  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (24-69:262-307) 
 
                      10        20        30        40        50    
PAT___        RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
            60         70        80                                 
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVEST                                 
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 84.4  bits: 22.3 E():   10 
Smith-Waterman score: 58; 25.0% identity (56.2% similar) in 48 aa overlap (3-50:237-284) 
 
                                           10        20        30   
PAT___                             RPATAADMAAVCDIVNHYIETSTVNFRTEPQT 
                                     :: .  :   .:  . . : . :. .  .. 
gi|125 HGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST             
        .  ... .: . :::::                                           
gi|125 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSD 
        270       280       290       300       310       320       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (35-61:83-110) 
 
           10        20        30        40         50        60    
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
            70        80                        
PAT___ AGPWKARNAYDWTVEST                        
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 21.9 E():   11 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:79-98) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
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gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.0 E():   12 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (31-48:7-24) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|897                         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
                                       10        20        30       
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         40        50        60        70        80        90       
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (11-49:6-44) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                 .  :.   :  .:.:....:.   .: ..   :: . :.            
gi|170      MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQP 
                    10        20        30        40        50      
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|170 QQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQ 
          60        70        80        90       100       110      
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (30-75:97-140) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (22-71:19-60) 
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               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                            :...::   : :.:   ...::. . :    : ::     
gi|571    MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG---- 
                  10        20           30        40        50     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
        .:   :.  :                                                  
gi|571 -GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCP 
                60        70        80        90       100          
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (22-71:19-60) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                            :...::   : :.:   ...::. . :    : ::     
gi|199    MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG---- 
                  10        20           30        40        50     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
        .:   :.  :                                                  
gi|199 -GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCP 
                60        70        80        90       100          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (22-71:19-60) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                            :...::   : :.:   ...::. . :    : ::     
gi|213    MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG---- 
                  10        20           30        40        50     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
        .:   :.  :                                                  
gi|213 -GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCP 
                60        70        80        90       100          
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 20.5 E():   15 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (59-75:74-90) 
 
       30        40        50        60        70        80         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST         
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 20.5 E():   16 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (59-75:91-107) 
 
       30        40        50        60        70        80         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST         
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 20.5 E():   16 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (59-75:91-107) 
 
       30        40        50        60        70        80         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST         
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.8  bits: 19.4 E():   16 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (62-75:53-66) 
 
              40        50        60        70        80            
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST            
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (32-66:109-143) 
 
              10        20        30        40        50        60  
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
              70        80              
PAT___ AYAGPWKARNAYDWTVEST              
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (15-55:25-65) 
 
                         10        20        30        40        50 
PAT___           RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVEST                               
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.8 E():   17 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (3-24:3-24) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
         :.:::.. : : .:: :.   :                                     
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (3-72:13-88) 
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                         10        20          30             40    
PAT___           RPATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                        
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 19.8 E():   19 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (3-24:14-35) 
 
                          10        20        30        40          
PAT___            RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVEST                              
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 21.8 E():   19 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (2-24:326-348) 
 
                                            10        20        30  
PAT___                              RPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
              40        50        60        70        80            
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST            
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
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PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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        80                                                          
PAT___ EST                                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:114-139) 
 
        20        30        40        50        60        70        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        80                                                          
PAT___ EST                                                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:13-34) 
 
                         10        20        30        40        50 
PAT___           RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVEST                               
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (40-68:32-61) 
 
      10        20        30        40        50         60         
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
       70        80                                         
PAT___ ARNAYDWTVEST                                         
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
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>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (13-48:79-114) 
 
                                 10        20         30        40  
PAT___                   RPATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
              50        60        70        80                      
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                      
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (30-49:113-130) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 19.6 E():   29 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (2-12:116-126) 
 
                                            10        20        30  
PAT___                              RPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
              40        50        60        70        80      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST      
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (7-36:195-223) 
 
                                       10        20        30       
PAT___                         RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
         40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                                    
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR 
           230       240       250       260        
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (35-58:47-70) 
 
           10        20        30        40        50        60     
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
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gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
           70        80                                             
PAT___ GPWKARNAYDWTVEST                                             
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (2-12:142-152) 
 
                                            10        20        30  
PAT___                              RPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
              40        50        60        70        80      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST      
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (8-67:11-71) 
 
                  10        20        30         40            50   
PAT___    RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
             60        70        80                                 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVEST                                 
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (2-12:142-152) 
 
                                            10        20        30  
PAT___                              RPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
              40        50        60        70        80      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST      
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (8-67:11-71) 
 
                  10        20        30         40            50   
PAT___    RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
             60        70        80                                 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVEST                                 
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 288



 

 

         60        70        80        90       100       110       
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (8-67:11-71) 
 
                  10        20        30         40            50   
PAT___    RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
             60        70        80                                 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVEST                                 
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKD 
         60        70        80        90       100       110       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (3-25:14-36) 
 
                          10        20        30        40          
PAT___            RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVEST                              
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 19.3 E():   34 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (40-68:162-190) 
 
      10        20        30        40        50        60          
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
      70        80 
PAT___ RNAYDWTVEST 
                   
gi|223 VQ          
                   
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (4-30:66-92) 
 
                                          10        20        30    
PAT___                            RPATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
            40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                                       
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                         
         100       110                                 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (27-48:71-92) 
 
                   10        20        30        40        50       
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PAT___     RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
         60        70        80                                     
PAT___ VVAGIAYAGPWKARNAYDWTVEST                                     
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (29-77:110-157) 
 
                 10        20        30        40        50         
PAT___   RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
       60        70        80                                       
PAT___ AGIAYAGPWKARNAYDWTVEST                                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (29-77:110-157) 
 
                 10        20        30        40        50         
PAT___   RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
       60        70        80                                       
PAT___ AGIAYAGPWKARNAYDWTVEST                                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (2-12:142-152) 
 
                                            10        20        30  
PAT___                              RPATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
              40        50        60        70        80      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST      
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 19.8 E():   41 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (30-50:121-141) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
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gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (27-48:111-130) 
 
                   10        20        30        40        50       
PAT___     RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
         60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVEST 
                                
gi|741 FSTLG                    
      140                       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (11-49:6-44) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                 .  :.   :  .:.:....:..  .: ..    : . :.            
gi|170      MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQP 
                    10        20        30        40        50      
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|170 QQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQ 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.8  bits: 18.7 E():   45 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (34-60:68-92) 
 
            10        20        30        40        50        60    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
            70        80                                            
PAT___ AGPWKARNAYDWTVEST                                            
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (34-62:69-95) 
 
            10        20        30        40        50        60    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            70        80                                            
PAT___ AGPWKARNAYDWTVEST                                            
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (34-62:69-95) 
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            10        20        30        40        50        60    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            70        80                                            
PAT___ AGPWKARNAYDWTVEST                                            
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (34-62:69-95) 
 
            10        20        30        40        50        60    
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            70        80                                            
PAT___ AGPWKARNAYDWTVEST                                            
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (29-48:108-126) 
 
                 10        20        30        40        50         
PAT___   RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
       60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVEST 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (22-45:101-124) 
 
                        10        20        30        40        50  
PAT___          RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
              60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     
gi|288 L                             
                                     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 71.9  bits: 19.9 E():   49 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (30-75:66-109) 
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                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (31-48:721-738) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (12-66:91-153) 
 
                                  10        20         30           
PAT___                    RPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
           40        50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVEST 
           :.::     : .  ... . :.:. :  :               
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY           
              130       140       150                  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (31-48:736-753) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 47; 17.8% identity (54.8% similar) in 73 aa overlap (2-66:44-115) 
 
                                            10        20            
PAT___                              RPATAADMAAVCDIVNHYIETSTVNFR---- 
                                     :. ....::. . .... :   :..      
gi|190 ELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKLLGISC 
            20        30        40        50        60         70   
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        30        40            50        60        70        80    
PAT___ TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST    
        . :. .::  :.:  .      :: ..   ....  . .. :                  
gi|190 DDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIV 
             80        90       100       110       120       130   
 
gi|190 GPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEE 
            140       150       160       170       180       190   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (24-71:1-40) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                              ..::   : :.:   ...::. . :    : ::     
gi|224                        ISFR---QQPEENACQFQRLNAQRPDNRIESEG---- 
                                         10        20        30     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
        .:   :.  :                                                  
gi|224 -GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCP 
                40        50        60        70        80          
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 17.7 E():   65 
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (1-67:33-104) 
 
                                             10        20        30 
PAT___                               RPATAADMAAVCDIVNHYIETSTVNFRTEP 
                                     ::  . . : : :...  .   . .   :  
gi|408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL 
             10        20        30        40        50        60   
 
               40          50        60            70        80 
PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----IAYAGPWKARNAYDWTVEST 
       :  :  .    ..     :  ..:  .:.:.:    ...  ::              
gi|408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV  
              70        80        90       100       110        
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (26-48:153-175) 
 
                    10        20        30        40        50      
PAT___      RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
          60        70        80                                    
PAT___ GVVAGIAYAGPWKARNAYDWTVEST                                    
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (31-55:135-159) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
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          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (31-55:135-159) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (31-55:135-159) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (31-55:135-159) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (31-55:135-159) 
 
               10        20        30        40        50        60 
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ IAYAGPWKARNAYDWTVEST                                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (19-58:87-126) 
 
                           10        20        30        40         
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PAT___             RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
       50        60        70        80                             
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                             
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (19-58:87-126) 
 
                           10        20        30        40         
PAT___             RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
       50        60        70        80                             
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                             
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (27-48:72-93) 
 
                   10        20        30        40        50       
PAT___     RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
         60        70        80                                     
PAT___ VVAGIAYAGPWKARNAYDWTVEST                                     
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (30-63:158-190) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (7-60:94-145) 
 
                                       10            20        30   
PAT___                         RPATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
             40        50        60        70        80             
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST             
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             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 14.5 E():   73 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:1-14) 
 
          30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     ::. .: :.. : :            
gi|323                               GVLFNIQYVNYWFAP           
                                             10                
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (31-66:79-115) 
 
               10        20        30        40        50           
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
      60        70        80               
PAT___ GIAYAGPWKARNAYDWTVEST               
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:14-35) 
 
                          10        20        30        40          
PAT___            RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVEST                              
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (40-56:32-48) 
 
      10        20        30        40        50        60          
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
      70        80                                          
PAT___ RNAYDWTVEST                                          
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (3-44:17-55) 
 
                             10        20        30        40       
PAT___               RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                       :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
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         50        60        70        80                           
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                           
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (2-23:87-109) 
 
                                            10         20        30 
PAT___                              RPATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     : .:: . . : . : . : :::        
gi|384 TINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
         60        70        80        90       100       110       
 
               40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (2-23:87-109) 
 
                                            10         20        30 
PAT___                              RPATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     : .:: . . : . : . : :::        
gi|506 TINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
         60        70        80        90       100       110       
 
               40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (2-23:87-109) 
 
                                            10         20        30 
PAT___                              RPATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     : .:: . . : . : . : :::        
gi|144 TINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
         60        70        80        90       100       110       
 
               40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (55-79:242-266) 
 
           30        40        50        60        70        80 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     : ..:  :    ::: ..:  .:..  
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK 
             220       230       240       250       260        
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (30-48:135-153) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
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>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (2-23:91-113) 
 
                                            10         20        30 
PAT___                              RPATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     :. :: . . : . : . : :::        
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK  
               70        80        90       100       110           
 
               40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (56-76:259-276) 
 
          30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     : . :. :   : .::..: :     
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT     
      230       240       250       260          270           
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (35-55:139-159) 
 
           10        20        30        40        50        60     
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
           70        80                                             
PAT___ GPWKARNAYDWTVEST                                             
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (25-50:52-78) 
 
                     10        20         30        40        50    
PAT___       RPATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
            60        70        80                                  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVEST                                  
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (5-56:18-73) 
 
                            10            20        30        40    
PAT___              RPATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                        
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
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>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (24-45:103-124) 
 
                      10        20        30        40        50    
PAT___        RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
            60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|464 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|110 MSWQTYVDEHLMCEIEGHHLSSAAIVGHDGAVWAQSTAFPQFKPEEMTNIIKDFDEPGFL 
               10        20        30        40        50        60 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (24-45:103-124) 
 
                      10        20        30        40        50    
PAT___        RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (24-45:103-124) 
 
                      10        20        30        40        50    
PAT___        RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (14-45:93-124) 
 
                                10        20        30        40    
PAT___                  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
            50        60        70        80 
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PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
        :                                    
gi|261 GDYLIEQGL                             
            130                              
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (24-45:103-124) 
 
                      10        20        30        40        50    
PAT___        RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
            60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAIFGHDGTVWAQSADFPQFKPEEITGIMKDLDEPGHL 
               10        20        30        40        50        60 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (24-45:103-124) 
 
                      10        20        30        40        50    
PAT___        RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
            60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVEST 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (50-74:13-35) 
 
      20        30        40        50        60        70          
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
      80                                                            
PAT___ T                                                            
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (56-76:277-294) 
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          30        40        50        60        70        80      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST      
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (56-76:277-294) 
 
          30        40        50        60        70        80      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST      
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (44-56:36-48) 
 
            20        30        40        50        60        70    
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            80                                      
PAT___ DWTVEST                                      
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (44-56:36-48) 
 
            20        30        40        50        60        70    
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            80                                      
PAT___ DWTVEST                                      
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (70-77:234-241) 
 
      40        50        60        70        80                    
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                    
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (8-50:17-66) 
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                        10               20        30        40     
PAT___          RPATAADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                         
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (19-40:213-232) 
 
                           10        20        30        40         
PAT___             RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
       50        60        70        80                             
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                             
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (30-48:135-153) 
 
                10        20        30        40        50          
PAT___  RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ GIAYAGPWKARNAYDWTVEST                                        
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (26-61:37-79) 
 
                    10        20        30        40                
PAT___      RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
         50        60        70        80                           
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST                           
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 22.2% identity (57.8% similar) in 45 aa overlap (5-48:71-114) 
 
                                         10        20         30    
PAT___                           RPATAADMAAVCDIVNHYIETSTVNFR-TEPQTP 
                                     : ....  .. .  ::    .:. :. . : 
gi|204 KKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKTDKHPP 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
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PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST              
       ..:  :.. : .  :                                              
gi|204 KNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGTLSSLE 
               110       120       130       140       150          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (39-64:137-162) 
 
       10        20        30        40        50        60         
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
       70        80                                                 
PAT___ ARNAYDWTVEST                                                 
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:37 2011 done: Wed Jan 19 14:40:37 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 12  - 91 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32    11     8:=*= 
  34    24    22:=====* 
  36    32    44:========  * 
  38    81    73:==================*== 
  40    89   102:=======================  * 
  42   118   125:============================== * 
  44   192   137:==================================*============= 
  46   108   140:===========================       * 
  48   112   134:============================     * 
  50   119   122:==============================* 
  52   124   107:==========================*==== 
  54    71    92:==================    * 
  56    76    77:===================* 
  58    44    63:===========    * 
  60    54    51:============*= 
  62    41    41:==========* 
  64    31    33:========* 
  66    48    26:======*===== 
  68    27    20:====*== 
  70    10    16:===* 
  72    11    12:==* 
  74     8    10:==* 
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  76     8     8:=* 
  78    17     6:=*=== 
  80     8     5:=* 
  82     8     3:*= 
  84     4     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.63830.0034; mu= 14.3572 0.178 
 mean_var=38.786410.896, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.205937 
 Kolmogorov-Smirnov  statistic: 0.0277 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.0   0.028 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.6     1.1 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.0     1.6 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.0     1.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.5     5.9 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   58 22.1     6.7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.8     7.3 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.3      10 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   58 22.3      10 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.8      10 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.0      11 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.0      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.3      14 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.1      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.1      14 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.1      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.1      14 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.1      14 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.5      15 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.6      16 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.6      16 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.4      16 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.2      17 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.8      17 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.8      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.8      18 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.8      18 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   56 21.8      19 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      21 
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gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.5      22 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.2      23 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 20.8      24 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.4      25 
gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupres ( 199)   50 19.7      28 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 20.1      29 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.7      30 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   50 19.7      31 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   50 19.7      31 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   50 19.7      31 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   50 19.7      31 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   50 19.7      31 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.0      34 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.4      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.6      36 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.8      36 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.6      37 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.6      37 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   49 19.4      38 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.6      41 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.8      41 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.4      41 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.7      44 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.7      44 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.7      44 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.7      44 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.3      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.3      47 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.3      47 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 19.9      49 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      54 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.4      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      54 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   47 18.8      56 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      57 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.5      67 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 18.9      68 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 18.9      68 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 18.9      68 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 18.9      68 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 18.9      68 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.3      71 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.3      71 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 18.9      71 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.7      72 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.3      72 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.6      72 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.8      75 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.8      76 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.4      77 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 18.6      78 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.4      78 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.4      78 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.4      78 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.6      79 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   43 17.4      80 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.6      80 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.6      81 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.6      83 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.8      83 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.6      83 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.4      86 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.4      86 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.4      86 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   43 17.4      86 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.4      86 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.4      86 
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gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.4      86 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.4      86 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.4      86 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.4      86 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.5      90 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.6      91 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.6      91 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.1      92 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.1      92 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.7      92 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.1      93 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.1      95 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.7      96 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 17.9      97 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   46 18.7      97 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1      98 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 130.4  bits: 31.0 E(): 0.028 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (12-45:178-210) 
 
                                  10        20        30        40  
PAT___                    PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
              50        60        70        80                      
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                      
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 101.5  bits: 25.6 E():  1.1 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (28-76:113-160) 
 
                  10        20        30        40        50        
PAT___    PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
        60        70        80                                      
PAT___ AGIAYAGPWKARNAYDWTVESTV                                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 99.0  bits: 23.0 E():  1.6 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (7-66:4-64) 
 
               10        20        30             40        50      
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEG 
             .::.  : .:. :...:.:  . :     :   :    .::..   : :    . 
gi|513    AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----N 
                  10        20        30        40        50        
 
          60        70        80                                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTV                                 
       ..:: : :  :                                               
gi|513 LAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
            60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 98.3  bits: 25.0 E():  1.7 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (28-76:113-160) 
 
                  10        20        30        40        50        
PAT___    PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
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                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
        60        70        80                                      
PAT___ AGIAYAGPWKARNAYDWTVESTV                                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.7  bits: 22.5 E():  5.9 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (25-60:29-64) 
 
                   10        20        30        40        50       
PAT___     PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ VAGIAYAGPWKARNAYDWTVESTV                                     
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.6  bits: 22.1 E():  6.7 
Smith-Waterman score: 58; 25.0% identity (56.2% similar) in 48 aa overlap (2-49:51-98) 
 
                                            10        20        30  
PAT___                              PATAADMAAVCDIVNHYIETSTVNFRTEPQT 
                                     :: .  :   .:  . . : . :. .  .. 
gi|668 HGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
               30        40        50        60        70        80 
 
              40        50        60        70        80            
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV            
        .  ... .: . :::::                                           
gi|668 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSD 
               90       100       110       120       130       140 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 87.0  bits: 21.8 E():  7.3 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (21-70:21-62) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (23-68:262-307) 
 
                       10        20        30        40        50   
PAT___         PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
             60         70        80                                
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTV                                
          :     .:   :.:                                            
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gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 58; 25.0% identity (56.2% similar) in 48 aa overlap (2-49:237-284) 
 
                                            10        20        30  
PAT___                              PATAADMAAVCDIVNHYIETSTVNFRTEPQT 
                                     :: .  :   .:  . . : . :. .  .. 
gi|125 HGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV            
        .  ... .: . :::::                                           
gi|125 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSD 
        270       280       290       300       310       320       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (34-60:83-110) 
 
            10        20        30        40         50        60   
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
             70        80                       
PAT___ AGPWKARNAYDWTVESTV                       
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.0 E():   11 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:79-98) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.0 E():   11 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (30-47:7-24) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                    : :..:..  .  :  ::              
gi|897                        EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLG 
                                      10        20        30        
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
                                                                    
gi|897 QGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDAL 
        40        50        60        70        80        90        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (10-48:6-44) 
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               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                .  :.   :  .:.:....:.   .: ..   :: . :.             
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.1  bits: 22.1 E():   14 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (29-74:97-140) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (21-70:19-60) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|571   MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
                 10        20           30        40        50      
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
       .:   :.  :                                                   
gi|571 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
               60        70        80        90       100       110 
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (21-70:19-60) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|199   MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
                 10        20           30        40        50      
 
               70        80                                         
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PAT___ AYAGPWKARNAYDWTVESTV                                         
       .:   :.  :                                                   
gi|199 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
               60        70        80        90       100       110 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (21-70:19-60) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|213   MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
                 10        20           30        40        50      
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
       .:   :.  :                                                   
gi|213 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
               60        70        80        90       100       110 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 20.5 E():   15 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (58-74:74-90) 
 
        30        40        50        60        70        80        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV        
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 20.6 E():   16 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (58-74:91-107) 
 
        30        40        50        60        70        80        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV        
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 20.6 E():   16 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (58-74:91-107) 
 
        30        40        50        60        70        80        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV        
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.9  bits: 19.4 E():   16 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (61-74:53-66) 
 
               40        50        60        70        80           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV           
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
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             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (31-65:109-143) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
               70        80             
PAT___ AYAGPWKARNAYDWTVESTV             
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (14-54:25-65) 
 
                          10        20        30        40          
PAT___            PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTV                              
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (2-23:3-24) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
         :.:::.. : : .:: :.   :                                     
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (2-71:13-88) 
 
                          10        20               30        40   
PAT___            PATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                       
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (2-23:14-35) 
 
                           10        20        30        40         
PAT___             PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
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PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                             
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 21.8 E():   19 
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (1-23:326-348) 
 
                                             10        20        30 
PAT___                               PATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     :: :::.:   .: .:: ... :        
gi|543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKEICKHYKDAKDVFLGTFLY 
         300       310       320       330       340       350      
 
               40        50        60        70        80           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV           
                                                                    
gi|543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC 
         360       370       380       390       400       410      
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 315



 

 

>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:114-139) 
 
         20        30        40        50        60        70       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         80                                                         
PAT___ ESTV                                                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 19.5 E():   22 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:13-34) 
 
                          10        20        30        40          
PAT___            PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTV                              
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 78.0  bits: 19.2 E():   23 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (39-67:32-61) 
 
       10        20        30        40        50         60        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
        70        80                                        
PAT___ ARNAYDWTVESTV                                        
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (12-47:79-114) 
 
                                  10        20         30        40 
PAT___                    PATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
               50        60        70        80                     
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                     
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (29-48:113-130) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
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gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|9929163|emb|CAC05258.1| Cup a 3 protein [Cupressus   (199 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 19.7 E():   28 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (1-11:116-126) 
 
                                             10        20        30 
PAT___                               PATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKADINAVCPSELKVDGGCNSACNVLQT 
          90       100       110       120       130       140      
 
               40        50        60        70        80     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV     
                                                              
gi|992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
         150       160       170       180       190          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (6-35:195-223) 
 
                                        10        20        30      
PAT___                          PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
          40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                                     
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR  
           230       240       250       260         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 19.7 E():   30 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (34-57:47-70) 
 
            10        20        30        40        50        60    
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
            70        80                                            
PAT___ GPWKARNAYDWTVESTV                                            
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (1-11:142-152) 
 
                                             10        20        30 
PAT___                               PATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
               40        50        60        70        80     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV     
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
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             180       190       200       210       220      
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (7-66:11-71) 
 
                   10        20        30             40        50  
PAT___     PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
              60        70        80                                
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTV                                
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (1-11:142-152) 
 
                                             10        20        30 
PAT___                               PATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKADINAVCPSELKVEGGCNSACNVFQT 
             120       130       140       150       160       170  
 
               40        50        60        70        80     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV     
                                                              
gi|384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (7-66:11-71) 
 
                   10        20        30             40        50  
PAT___     PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
              60        70        80                                
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTV                                
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (7-66:11-71) 
 
                   10        20        30             40        50  
PAT___     PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 ..:.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
              60        70        80                                
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTV                                
          ...:: : :  :                                              
gi|384 ---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKD 
         60        70        80        90       100       110       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (2-24:14-36) 
 
                           10        20        30        40         
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PAT___             PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                             
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (39-67:162-190) 
 
       10        20        30        40        50        60         
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
       70        80 
PAT___ RNAYDWTVESTV 
                    
gi|223 VQ           
                    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (3-29:66-92) 
 
                                           10        20        30   
PAT___                             PATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
             40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                                        
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                          
         100       110                                  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (26-47:71-92) 
 
                    10        20        30        40        50      
PAT___      PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
          60        70        80                                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTV                                    
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (28-76:110-157) 
 
                  10        20        30        40        50        
PAT___    PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
        60        70        80                                      
PAT___ AGIAYAGPWKARNAYDWTVESTV                                      
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        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (28-76:110-157) 
 
                  10        20        30        40        50        
PAT___    PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
        60        70        80                                      
PAT___ AGIAYAGPWKARNAYDWTVESTV                                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (1-11:142-152) 
 
                                             10        20        30 
PAT___                               PATAADMAAVCDIVNHYIETSTVNFRTEPQ 
                                     ::  ::. :::                    
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT 
             120       130       140       150       160       170  
 
               40        50        60        70        80     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV     
                                                              
gi|139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
             180       190       200       210       220      
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (26-47:111-130) 
 
                    10        20        30        40        50      
PAT___      PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
          60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTV 
                                 
gi|741 FSTLG                     
      140                        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 19.8 E():   41 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (29-49:121-141) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (10-48:6-44) 
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               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                .  :.   :  .:.:....:..  .: ..    : . :.             
gi|170     MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQ 
                   10        20        30        40        50       
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQP 
         60        70        80        90       100       110       
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (33-59:68-92) 
 
             10        20        30        40        50        60   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
             70        80                                           
PAT___ AGPWKARNAYDWTVESTV                                           
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (33-61:69-95) 
 
             10        20        30        40        50        60   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             70        80                                           
PAT___ AGPWKARNAYDWTVESTV                                           
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (33-61:69-95) 
 
             10        20        30        40        50        60   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             70        80                                           
PAT___ AGPWKARNAYDWTVESTV                                           
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (33-61:69-95) 
 
             10        20        30        40        50        60   
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
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             70        80                                           
PAT___ AGPWKARNAYDWTVESTV                                           
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (28-47:108-126) 
 
                  10        20        30        40        50        
PAT___    PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTV 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (21-44:101-124) 
 
                         10        20        30        40        50 
PAT___           PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
               60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                      
gi|288 L                              
                                      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (29-74:66-109) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (30-47:721-738) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
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      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (11-65:91-153) 
 
                                   10        20         30          
PAT___                     PATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
            40        50         60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTV 
           :.::     : .  ... . :.:. :  :                
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY            
              130       140       150                   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (30-47:736-753) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 47; 17.8% identity (54.8% similar) in 73 aa overlap (1-65:44-115) 
 
                                             10        20           
PAT___                               PATAADMAAVCDIVNHYIETSTVNFR---- 
                                     :. ....::. . .... :   :..      
gi|190 ELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKLLGISC 
            20        30        40        50        60         70   
 
         30        40            50        60        70        80   
PAT___ TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV   
        . :. .::  :.:  .      :: ..   ....  . .. :                  
gi|190 DDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIV 
             80        90       100       110       120       130   
 
gi|190 GPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEE 
            140       150       160       170       180       190   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (23-70:1-40) 
 
               10        20        30        40        50        60 
PAT___ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                             ..::   : :.:   ...::. . :    : ::      
gi|224                       ISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
                                        10        20        30      
 
               70        80                                         
PAT___ AYAGPWKARNAYDWTVESTV                                         
       .:   :.  :                                                   
gi|224 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
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               40        50        60        70        80        90 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (25-47:153-175) 
 
                     10        20        30        40        50     
PAT___       PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
           60        70        80                                   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTV                                   
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (30-54:135-159) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (30-54:135-159) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (30-54:135-159) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (30-54:135-159) 
 
                10        20        30        40        50          
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PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (30-54:135-159) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ IAYAGPWKARNAYDWTVESTV                                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (18-57:87-126) 
 
                            10        20        30        40        
PAT___              PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
        50        60        70        80                            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                            
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (18-57:87-126) 
 
                            10        20        30        40        
PAT___              PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
        50        60        70        80                            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                            
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (26-47:72-93) 
 
                    10        20        30        40        50      
PAT___      PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
          60        70        80                                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTV                                    

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 325



 

 

                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (29-62:158-190) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (6-59:94-145) 
 
                                        10            20        30  
PAT___                          PATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
              40        50        60        70        80            
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV            
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.9  bits: 14.6 E():   72 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:1-14) 
 
           30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::. .: :.. : :             
gi|323                               GVLFNIQYVNYWFAP            
                                             10                 
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (30-65:79-115) 
 
                10        20        30        40        50          
PAT___  PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
       60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTV              
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:14-35) 
 
                           10        20        30        40         
PAT___             PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
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       50        60        70        80                             
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                             
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (39-55:32-48) 
 
       10        20        30        40        50        60         
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
       70        80                                         
PAT___ RNAYDWTVESTV                                         
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (2-43:17-55) 
 
                              10        20        30        40      
PAT___                PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                       :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
          50        60        70        80                          
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                          
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (1-22:87-109) 
 
                                             10         20          
PAT___                               PATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     : .:: . . : . : . : :::        
gi|384 TINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (1-22:87-109) 
 
                                             10         20          
PAT___                               PATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     : .:: . . : . : . : :::        
gi|506 TINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (1-22:87-109) 
 
                                             10         20          
PAT___                               PATAADMAAVCDI-VNHYIETSTVNFRTEP 
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                                     : .:: . . : . : . : :::        
gi|144 TINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (54-78:242-266) 
 
            30        40        50        60        70        80 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : ..:  :    ::: ..:  .:..   
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK  
             220       230       240       250       260         
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 43; 39.1% identity (60.9% similar) in 23 aa overlap (1-22:91-113) 
 
                                             10         20          
PAT___                               PATAADMAAVCDI-VNHYIETSTVNFRTEP 
                                     :. :: . . : . : . : :::        
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK  
               70        80        90       100       110           
 
      30        40        50        60        70        80 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (29-47:135-153) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ GIAYAGPWKARNAYDWTVESTV                                       
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (55-75:259-276) 
 
           30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : . :. :   : .::..: :      
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT      
      230       240       250       260          270            
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (34-54:139-159) 
 
            10        20        30        40        50        60    
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
            70        80                                            
PAT___ GPWKARNAYDWTVESTV                                            
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
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>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (24-49:52-78) 
 
                      10        20         30        40        50   
PAT___        PATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
             60        70        80                                 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTV                                 
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (4-55:18-73) 
 
                             10            20        30        40   
PAT___               PATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                       
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (23-44:103-124) 
 
                       10        20        30        40        50   
PAT___         PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
             60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (23-44:103-124) 
 
                       10        20        30        40        50   
PAT___         PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|464 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
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Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|110 MSWQTYVDEHLMCEIEGHHLSSAAIVGHDGAVWAQSTAFPQFKPEEMTNIIKDFDEPGFL 
               10        20        30        40        50        60 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (23-44:103-124) 
 
                       10        20        30        40        50   
PAT___         PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (13-44:93-124) 
 
                                 10        20        30        40   
PAT___                   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
             50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
        :                                     
gi|261 GDYLIEQGL                              
            130                               
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (23-44:103-124) 
 
                       10        20        30        40        50   
PAT___         PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
             60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (23-44:103-124) 
 
                       10        20        30        40        50   
PAT___         PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
             60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTV 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAIFGHDGTVWAQSADFPQFKPEEITGIMKDLDEPGHL 
               10        20        30        40        50        60 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (49-73:13-35) 
 
       20        30        40        50        60        70         
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
       80                                                           
PAT___ TV                                                           
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (55-75:277-294) 
 
           30        40        50        60        70        80     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV     
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (55-75:277-294) 
 
           30        40        50        60        70        80     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV     
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (43-55:36-48) 
 
             20        30        40        50        60        70   
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             80                                     
PAT___ DWTVESTV                                     
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (43-55:36-48) 
 
             20        30        40        50        60        70   
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             80                                     
PAT___+ DWTVESTV                                     
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.7 E():   92 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (69-76:234-241) 
 
       40        50        60        70        80                   
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                   
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (7-49:17-66) 
 
                         10               20        30        40    
PAT___           PATAADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                        
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (18-39:213-232) 
 
                            10        20        30        40        
PAT___              PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
        50        60        70        80                            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                            
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   96 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (29-47:135-153) 
 
                 10        20        30        40        50         
PAT___   PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
       60        70        80                                       
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PAT___ GIAYAGPWKARNAYDWTVESTV                                       
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (25-60:37-79) 
 
                     10        20        30        40               
PAT___       PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
          50        60        70        80                          
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV                          
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 46; 22.2% identity (57.8% similar) in 45 aa overlap (4-47:71-114) 
 
                                          10        20         30   
PAT___                            PATAADMAAVCDIVNHYIETSTVNFR-TEPQTP 
                                     : ....  .. .  ::    .:. :. . : 
gi|204 KKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKTDKHPP 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV             
       ..:  :.. : .  :                                              
gi|204 KNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGTLSSLE 
               110       120       130       140       150          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (38-63:137-162) 
 
        10        20        30        40        50        60        
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
        70        80                                                
PAT___ ARNAYDWTVESTV                                                
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:37 2011 done: Wed Jan 19 14:40:37 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 13  - 92 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     5     2:*= 
  32    10     8:=*= 
  34    26    22:=====*= 
  36    33    44:========= * 
  38    82    73:==================*== 
  40    96   102:======================== * 
  42   117   125:============================== * 
  44   184   137:==================================*=========== 
  46   121   140:===============================   * 
  48   115   134:=============================    * 
  50   103   122:==========================    * 
  52   125   107:==========================*===== 
  54    69    92:==================    * 
  56    76    77:===================* 
  58    40    63:==========     * 
  60    56    51:============*= 
  62    43    41:==========* 
  64    38    33:========*= 
  66    44    26:======*==== 
  68    28    20:====*== 
  70     9    16:===* 
  72     9    12:==* 
  74    12    10:==* 
  76     2     8:=* 
  78     8     6:=* 
  80    16     5:=*== 
  82     8     3:*= 
  84     4     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.54280.00344; mu= 14.7366 0.180 
 mean_var=37.453310.656, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.209570 
 Kolmogorov-Smirnov  statistic: 0.0297 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.3   0.022 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.9    0.97 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.2     1.4 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.3     1.5 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.6     5.2 
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gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   58 22.3       6 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 21.9     6.5 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.5     8.9 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   58 22.5     8.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 20.9     9.3 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.1     9.4 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.1      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.2      12 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.4      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      13 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      13 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.7      13 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.7      14 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.7      14 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.5      15 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.3      15 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 19.9      16 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.9      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.0      17 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.6      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   50 19.7      21 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.3      21 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 20.9      21 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.5      22 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   51 20.2      26 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.8      28 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.5      31 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.1      31 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.7      33 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 19.9      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      38 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.6      38 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.8      38 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.8      41 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.8      41 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.8      41 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.8      41 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.4      44 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.4      44 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.4      44 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      45 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      48 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      49 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.5      50 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.1      52 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      61 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.0      63 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.0      63 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.0      63 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.0      63 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.0      63 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.4      65 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.4      65 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.8      66 
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gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.0      66 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.4      66 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.8      71 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.6      71 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 17.9      72 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 18.7      72 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.5      73 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.7      74 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.7      75 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      76 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.7      77 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.7      77 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 17.9      78 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.3      78 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.5      81 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.5      81 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.5      81 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   43 17.5      81 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.5      81 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.5      81 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.5      81 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.5      81 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.5      81 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.5      81 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      84 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      84 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.5      85 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      86 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.2      86 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.6      86 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.1      87 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.1      87 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      88 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      89 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   46 18.8      91 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      91 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.0      91 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      93 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.0      94 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.2      98 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.6      99 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.2   1e 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.2   1e 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.2   1e 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.2   1e 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.2   1e 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.2   1e 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.2   1e 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.2   1e 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.2   1e 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.2   1e 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.2   1e 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.2   1e 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.2   1e 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.2   1e 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.2   1e 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.2   1e 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.2   1e 
gi|58700651|gb|AAW81034.1| profilin [Crocus sativu ( 131)   42 17.2   1e 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.2   1e 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.2   1e 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.2   1e 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.2   1e 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.2   1e 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.2   1e 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.2   1e 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.2   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 132.1  bits: 31.3 E(): 0.022 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (11-44:178-210) 
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                                   10        20        30        40 
PAT___                     ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
               50        60        70        80                     
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                     
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 102.7  bits: 25.9 E(): 0.97 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (27-75:113-160) 
 
                   10        20        30        40        50       
PAT___     ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
         60        70        80                                     
PAT___ AGIAYAGPWKARNAYDWTVESTVY                                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 100.0  bits: 23.2 E():  1.4 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (6-65:4-64) 
 
               10        20        30             40        50      
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGV 
            .::.  : .:. :...:.:  . :     :   :    .::..   : :    .. 
gi|513   AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NL 
                 10        20        30        40        50         
 
          60        70        80                                
PAT___ VAGIAYAGPWKARNAYDWTVESTVY                                
       .:: : :  :                                               
gi|513 AAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
           60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.5  bits: 25.3 E():  1.5 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (27-75:113-160) 
 
                   10        20        30        40        50       
PAT___     ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
         60        70        80                                     
PAT___ AGIAYAGPWKARNAYDWTVESTVY                                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.6  bits: 22.6 E():  5.2 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (24-59:29-64) 
 
                    10        20        30        40        50      
PAT___      ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
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          60        70        80                                    
PAT___ VAGIAYAGPWKARNAYDWTVESTVY                                    
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.5  bits: 22.3 E():    6 
Smith-Waterman score: 58; 25.0% identity (56.2% similar) in 48 aa overlap (1-48:51-98) 
 
                                             10        20        30 
PAT___                               ATAADMAAVCDIVNHYIETSTVNFRTEPQT 
                                     :: .  :   .:  . . : . :. .  .. 
gi|668 HGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
               30        40        50        60        70        80 
 
               40        50        60        70        80           
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY           
        .  ... .: . :::::                                           
gi|668 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSD 
               90       100       110       120       130       140 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (20-69:21-62) 
 
                10        20        30        40        50          
PAT___  ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
      60        70        80                                        
PAT___ AYAGPWKARNAYDWTVESTVY                                        
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.5  bits: 22.5 E():  8.9 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (22-67:262-307) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
              60         70        80                               
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVY                               
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 85.4  bits: 22.5 E():  8.9 
Smith-Waterman score: 58; 25.0% identity (56.2% similar) in 48 aa overlap (1-48:237-284) 
 
                                             10        20        30 
PAT___                               ATAADMAAVCDIVNHYIETSTVNFRTEPQT 
                                     :: .  :   .:  . . : . :. .  .. 
gi|125 HGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY           
        .  ... .: . :::::                                           
gi|125 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSD 
        270       280       290       300       310       320       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 338



 

 

 initn:  41 init1:  41 opt:  54  Z-score: 85.1  bits: 20.9 E():  9.3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (33-59:83-110) 
 
             10        20        30        40         50        60  
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
              70        80                      
PAT___ AGPWKARNAYDWTVESTVY                      
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.1 E():  9.4 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:79-98) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.2  bits: 20.1 E():   10 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (29-46:7-24) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                   : :..:..  .  :  ::               
gi|897                       EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQ 
                                     10        20        30         
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
                                                                    
gi|897 GQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALL 
       40        50        60        70        80        90         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (28-73:97-140) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (9-47:6-44) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
               .  :.   :  .:.:....:.   .: ..   :: . :.              
gi|170    MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQ 
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                  10        20        30        40        50        
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
                                                                    
gi|170 TFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQ 
        60        70        80        90       100       110        
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (20-69:19-60) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                          :...::   : :.:   ...::. . :    : ::     . 
gi|571  MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----G 
                10        20           30        40        50       
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
       :   :.  :                                                    
gi|571 YIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPST 
              60        70        80        90       100       110  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (20-69:19-60) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                          :...::   : :.:   ...::. . :    : ::     . 
gi|199  MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----G 
                10        20           30        40        50       
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
       :   :.  :                                                    
gi|199 YIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPST 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (20-69:19-60) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                          :...::   : :.:   ...::. . :    : ::     . 
gi|213  MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----G 
                10        20           30        40        50       
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
       :   :.  :                                                    
gi|213 YIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPST 
              60        70        80        90       100       110  
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 20.7 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (57-73:74-90) 
 
         30        40        50        60        70        80       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY       
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 20.7 E():   14 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (57-73:91-107) 
 
         30        40        50        60        70        80       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY       
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 20.7 E():   14 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (57-73:91-107) 
 
         30        40        50        60        70        80       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY       
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.5  bits: 19.5 E():   15 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (60-73:53-66) 
 
      30        40        50        60        70        80          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY          
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 20.3 E():   15 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (30-64:109-143) 
 
                10        20        30        40        50          
PAT___  ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
      60        70        80            
PAT___ AYAGPWKARNAYDWTVESTVY            
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 19.9 E():   16 
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Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (13-53:25-65) 
 
                           10        20        30        40         
PAT___             ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                             
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (1-22:3-24) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
         :.:::.. : : .:: :.   :                                     
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (1-70:13-88) 
 
                           10        20               30        40  
PAT___             ATAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                   :.: :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                      
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (1-22:14-35) 
 
                            10        20        30        40        
PAT___              ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.:::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                            
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:114-139) 
 
          20        30        40        50        60        70      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          80                                                        
PAT___ ESTVY                                                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:13-34) 
 
                           10        20        30        40         
PAT___             ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                   :.:::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                             
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 78.6  bits: 19.3 E():   21 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (38-66:32-61) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 345



 

 

        10        20        30        40        50         60       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
         70        80                                       
PAT___ ARNAYDWTVESTVY                                       
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.5  bits: 20.9 E():   21 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (11-46:79-114) 
 
                                   10        20         30          
PAT___                     ATAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
      40        50        60        70        80                    
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                    
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (28-47:113-130) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (5-34:195-223) 
 
                                         10        20        30     
PAT___                           ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :.: : .:   ::.:.  .: .  .: : : 
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRDFARVNSISPGYIDTGLSDF-VPKETQQLW 
          170       180       190       200       210        220    
 
           40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                                      
gi|857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR   
           230       240       250       260          
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 19.8 E():   28 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (33-56:47-70) 
 
             10        20        30        40        50        60   
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
             70        80                                           
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PAT___ GPWKARNAYDWTVESTVY                                           
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 19.5 E():   31 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (38-66:162-190) 
 
        10        20        30        40        50        60        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
        70        80 
PAT___ RNAYDWTVESTVY 
                     
gi|223 VQ            
                     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (1-23:14-36) 
 
                            10        20        30        40        
PAT___              ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :..::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                            
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (2-28:66-92) 
 
                                            10        20        30  
PAT___                              ATAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
              40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                                         
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                           
         100       110                                   
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (27-75:110-157) 
 
                   10        20        30        40        50       
PAT___     ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
         60        70        80                                     
PAT___ AGIAYAGPWKARNAYDWTVESTVY                                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
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Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (27-75:110-157) 
 
                   10        20        30        40        50       
PAT___     ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
         60        70        80                                     
PAT___ AGIAYAGPWKARNAYDWTVESTVY                                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (25-46:71-92) 
 
                     10        20        30        40        50     
PAT___       ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
           60        70        80                                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVY                                   
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 20.0 E():   38 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (28-48:121-141) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (9-47:6-44) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
               .  :.   :  .:.:....:..  .: ..    : . :.              
gi|170    MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQ 
                  10        20        30        40        50        
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
                                                                    
gi|170 TFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQ 
        60        70        80        90       100       110        
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (25-46:111-130) 
 
                     10        20        30        40        50     
PAT___       ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
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           60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVY 
                                  
gi|741 FSTLG                      
      140                         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (32-58:68-92) 
 
              10        20        30        40        50        60  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
              70        80                                          
PAT___ AGPWKARNAYDWTVESTVY                                          
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (32-60:69-95) 
 
              10        20        30        40        50        60  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              70        80                                          
PAT___ AGPWKARNAYDWTVESTVY                                          
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (32-60:69-95) 
 
              10        20        30        40        50        60  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              70        80                                          
PAT___ AGPWKARNAYDWTVESTVY                                          
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (32-60:69-95) 
 
              10        20        30        40        50        60  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              70        80                                          
PAT___ AGPWKARNAYDWTVESTVY                                          
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
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>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (27-46:108-126) 
 
                   10        20        30        40        50       
PAT___     ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
         60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (20-43:101-124) 
 
                          10        20        30        40          
PAT___            ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
      50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                       
gi|288 L                               
                                       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (28-73:66-109) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.9 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (29-46:721-738) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
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>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (29-46:736-753) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (10-64:91-153) 
 
                                    10        20         30         
PAT___                      ATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
             40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
           :.::     : .  ... . :.:. :  :                 
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY             
              130       140       150                    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (22-69:1-40) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                            ..::   : :.:   ...::. . :    : ::     . 
gi|224                      ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----G 
                                       10        20        30       
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
       :   :.  :                                                    
gi|224 YIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPST 
              40        50        60        70        80        90  
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.3  bits: 20.6 E():   61 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (24-46:153-175) 
 
                      10        20        30        40        50    
PAT___        ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
            60        70        80                                  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVY                                  
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (29-53:135-159) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
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gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (29-53:135-159) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (29-53:135-159) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (29-53:135-159) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (29-53:135-159) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
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          170       180       190       200       210       220     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (17-56:87-126) 
 
                             10        20        30        40       
PAT___               ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
         50        60        70        80                           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                           
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (17-56:87-126) 
 
                             10        20        30        40       
PAT___               ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
         50        60        70        80                           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                           
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (28-61:158-190) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (25-46:72-93) 
 
                     10        20        30        40        50     
PAT___       ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
           60        70        80                                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVY                                   
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (5-58:94-145) 
 
                                         10            20        30 
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PAT___                           ATAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
               40        50        60        70        80           
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY           
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.8 E():   71 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (29-64:79-115) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVY             
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.1  bits: 14.6 E():   71 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:1-14) 
 
            30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     ::. .: :.. : :              
gi|323                               GVLFNIQYVNYWFAP             
                                             10                  
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:14-35) 
 
                            10        20        30        40        
PAT___              ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                    :.: :.. : : .:: :.   :                          
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                            
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (1-42:17-55) 
 
                               10        20        30        40     
PAT___                 ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                       :..::. ..::  ::   .    :..   .  . :: :.. :   
gi|289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST 
               10        20          30        40        50         
 
           50        60        70        80                         
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                         
                                                                    
gi|289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK 
        60        70        80        90       100       110        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.5 E():   73 
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Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (38-54:32-48) 
 
        10        20        30        40        50        60        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
        70        80                                        
PAT___ RNAYDWTVESTVY                                        
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (53-77:242-266) 
 
             30        40        50        60        70        80 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     : ..:  :    ::: ..:  .:..    
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK   
             220       230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (28-46:135-153) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (54-74:259-276) 
 
            30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     : . :. :   : .::..: :       
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT       
      230       240       250       260          270             
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (33-53:139-159) 
 
             10        20        30        40        50        60   
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
             70        80                                           
PAT___ GPWKARNAYDWTVESTVY                                           
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (3-54:18-73) 
 
                              10            20        30        40  
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PAT___                ATAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                      
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (23-48:52-78) 
 
                       10        20         30        40        50  
PAT___         ATAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
              60        70        80                                
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY                                
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (29-64:76-115) 
 
                 10        20        30        40            50     
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
           60        70        80                                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVY                                   
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
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Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|110 MSWQTYVDEHLMCEIEGHHLSSAAIVGHDGAVWAQSTAFPQFKPEEMTNIIKDFDEPGFL 
               10        20        30        40        50        60 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAIFGHDGTVWAQSADFPQFKPEEITGIMKDLDEPGHL 
               10        20        30        40        50        60 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|464 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (12-43:93-124) 
 
                                  10        20        30        40  
PAT___                    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
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gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
              50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
        :                                      
gi|261 GDYLIEQGL                               
            130                                
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (54-74:277-294) 
 
            30        40        50        60        70        80    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY    
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (54-74:277-294) 
 
            30        40        50        60        70        80    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY    
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (48-72:13-35) 
 
        20        30        40        50        60        70        
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
        80                                                          
PAT___ TVY                                                          
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.8 E():   86 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (68-75:234-241) 
 
        40        50        60        70        80                  
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                  
                                     :. :::::                       
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gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (6-48:17-66) 
 
                          10               20        30        40   
PAT___            ATAADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                       
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 48; 27.9% identity (53.5% similar) in 43 aa overlap (38-80:217-258) 
 
        10        20        30        40        50        60        
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
        70        80                                                
PAT___ RNAYDWTVESTVY                                                
            : .::.:.                                                
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (42-54:36-48) 
 
              20        30        40        50        60        70  
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              80                                    
PAT___ DWTVESTVY                                    
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (42-54:36-48) 
 
              20        30        40        50        60        70  
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              80                                    
PAT___ DWTVESTVY                                    
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
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 initn:  38 init1:  38 opt:  47  Z-score: 67.4  bits: 19.2 E():   88 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (17-38:213-232) 
 
                             10        20        30        40       
PAT___               ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
         50        60        70        80                           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                           
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (28-46:135-153) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ GIAYAGPWKARNAYDWTVESTVY                                      
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.1  bits: 18.8 E():   91 
Smith-Waterman score: 46; 22.2% identity (57.8% similar) in 45 aa overlap (3-46:71-114) 
 
                                           10        20         30  
PAT___                             ATAADMAAVCDIVNHYIETSTVNFR-TEPQTP 
                                     : ....  .. .  ::    .:. :. . : 
gi|204 KKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKTDKHPP 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY            
       ..:  :.. : .  :                                              
gi|204 KNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGTLSSLE 
               110       120       130       140       150          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.2 E():   91 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (37-62:137-162) 
 
         10        20        30        40        50        60       
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
         70        80                                               
PAT___ ARNAYDWTVESTVY                                               
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (24-59:37-79) 
 
                      10        20        30        40              
PAT___        ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
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         10        20        30        40        50        60       
 
           50        60        70        80                         
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY                         
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.6 E():   93 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (29-46:249-266) 
 
                 10        20        30        40        50         
PAT___   ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
       60        70        80                                       
PAT___ IAYAGPWKARNAYDWTVESTVY                                       
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 20.0 E():   94 
Smith-Waterman score: 49; 20.7% identity (55.2% similar) in 58 aa overlap (5-62:379-436) 
 
                                         10        20        30     
PAT___                           ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :. .  . :.  .: .  ..:..    :.  
gi|219 VEVLIMDLEKATAHAQALEKRVSQLEKINLDLKSKLEEVSMLLEQTQKDLRVKIADLQKL 
      350       360       370       380       390       400         
 
           40        50        60        70        80               
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY               
         . :.:.:.   :. : . ..  .: :                                 
gi|219 QHEYEKLRDQKEALARENKKLADDLAEAKSQLNDAHRRIHEQEIEIKRLENEREELAAAY 
      410       420       430       440       450       460         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (32-58:86-112) 
 
              10        20        30        40        50        60  
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
              70        80 
PAT___ AGPWKARNAYDWTVESTVY 
                           
gi|484 VLACGWVDGEVQE       
         120               
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (31-67:11-47) 
 
               10        20        30        40        50        60 
PAT___ ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     :. .... ...:  .  . :. .: ..:   
gi|144                     MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDE 
                                   10        20        30        40 
 
               70        80                                         
PAT___ YAGPWKARNAYDWTVESTVY                                         
        ::  ::                                                      
gi|144 LAGVLKALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEA 
               50        60        70        80        90       100 
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>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
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PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
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                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|58700651|gb|AAW81034.1| profilin [Crocus sativus]    (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 23.8% identity (66.7% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
PAT___    ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::. .: . ....                                    
gi|587 MSWQTYVDEHLMCDMDGHVLTSAAILGHDGSVWAQSAGFPELKPAEITAILNDFNEPGSL 
               10        20        30        40        50        60 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
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>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:103-124) 
 
                        10        20        30        40        50  
PAT___          ATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVY 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:37 2011 done: Wed Jan 19 14:40:37 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 14  - 93 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     5     2:*= 
  32    10     8:==*= 
  34    25    22:=======*= 
  36    34    44:============  * 
  38    85    73:========================*==== 
  40    96   102:================================ * 
  42   112   125:======================================   * 
  44   172   137:=============================================*============ 
  46   133   140:============================================= * 
  48   118   134:========================================    * 
  50   100   122:==================================      * 
  52   131   107:===================================*======== 
  54    76    92:==========================    * 
  56    77    77:=========================* 
  58    39    63:=============       * 
  60    44    51:=============== * 
  62    41    41:=============* 
  64    40    33:==========*=== 
  66    44    26:========*====== 
  68    25    20:======*== 
  70    14    16:=====* 
  72    10    12:===* 
  74    11    10:===* 
  76     4     8:==* 
  78     3     6:=* 
  80    14     5:=*=== 
  82    10     3:*=== 
  84     3     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.61010.00341; mu= 14.2814 0.178 
 mean_var=36.750710.458, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.211564 
 Kolmogorov-Smirnov  statistic: 0.0271 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.5    0.02 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.0     0.9 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.3     1.3 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.4 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.7     4.9 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.0     6.1 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   57 22.1       7 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   56 21.7     7.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.6     8.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.0     8.7 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.2     8.9 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.2     9.7 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   57 22.3      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.5      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      12 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.8      13 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.8      13 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.8      13 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.6      14 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.4      14 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.0      15 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.4      20 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.0      20 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      21 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.9      27 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.5      30 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   53 21.1      30 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   47 18.8      31 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      32 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      32 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.8      36 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.6      36 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.9      39 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.9      39 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.9      39 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.9      39 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   46 18.5      42 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.5      42 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.5      42 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.5      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      43 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.5      45 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.5      45 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.0      47 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.6      48 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.0      48 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      50 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   45 18.2      55 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.7      59 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      60 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      60 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      60 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      60 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      60 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      63 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      63 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      63 
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gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.9      64 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.5      64 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.7      65 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.9      67 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.5      69 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.7      71 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.7      72 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      73 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      74 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.8      75 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.0      75 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.4      75 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.6      77 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   43 17.6      78 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.6      78 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.6      78 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.6      78 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.6      78 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.6      78 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.6      78 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.6      78 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.6      78 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   44 18.0      79 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      81 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      81 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.6      81 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      83 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.2      83 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.2      83 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.2      84 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.6      84 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      85 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      86 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   46 18.8      88 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.0      88 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      88 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.7      91 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.3      92 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.1      92 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.3      94 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.7      95 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.3      95 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.3      95 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.3      95 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.3      95 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.3      95 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.3      95 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.3      95 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.3      95 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.3      95 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.3      95 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.3      95 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.3      95 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.3      95 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.3      95 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.3      95 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.3      95 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.3      95 
gi|58700651|gb|AAW81034.1| profilin [Crocus sativu ( 131)   42 17.3      95 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.3      95 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.3      95 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.3      95 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.3      95 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.3      95 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.3      95 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.3      95 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.3      95 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.3      96 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.5      98 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
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 initn:  59 init1:  59 opt:  87  Z-score: 133.0  bits: 31.5 E(): 0.02 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (10-43:178-210) 
 
                                    10        20        30          
PAT___                      TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
      40        50        60        70        80                    
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                    
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.3  bits: 26.0 E():  0.9 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (26-74:113-160) 
 
                    10        20        30        40        50      
PAT___      TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
          60        70        80                                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYV                                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 100.7  bits: 23.3 E():  1.3 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (5-64:4-64) 
 
               10        20        30             40        50      
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGVV 
           .::.  : .:. :...:.:  . :     :   :    .::..   : :    ... 
gi|513  AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NLA 
                10        20        30        40        50          
 
          60        70        80                               
PAT___ AGIAYAGPWKARNAYDWTVESTVYV                               
       :: : :  :                                               
gi|513 AGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.0  bits: 25.4 E():  1.4 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (26-74:113-160) 
 
                    10        20        30        40        50      
PAT___      TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
          60        70        80                                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYV                                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.1  bits: 22.7 E():  4.9 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (23-58:29-64) 
 
                     10        20        30        40        50     
PAT___       TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
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               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ VAGIAYAGPWKARNAYDWTVESTVYV                                   
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 88.4  bits: 22.0 E():  6.1 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (19-68:21-62) 
 
                 10        20        30        40        50         
PAT___   TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
       60        70        80                                       
PAT___ AYAGPWKARNAYDWTVESTVYV                                       
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 87.4  bits: 22.1 E():    7 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (2-47:51-98) 
 
                                             10         20          
PAT___                              TAADMA-AVCDIVNHY-IETSTVNFRTEPQT 
                                     :.:.: :    .. : . : . :. .  .. 
gi|668 HGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
               30        40        50        60        70        80 
 
      30        40        50        60        70        80          
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV          
        .  ... .: . :::::                                           
gi|668 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSD 
               90       100       110       120       130       140 
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.6  bits: 21.7 E():  7.7 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (5-64:11-71) 
 
                     10        20        30             40          
PAT___       TAADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
      50        60        70        80                              
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYV                              
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.9  bits: 22.6 E():  8.4 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (21-66:262-307) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
               60         70        80                              
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYV                              
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 85.6  bits: 21.0 E():  8.7 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (32-58:83-110) 
 
              10        20        30         40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
               70        80                     
PAT___ AGPWKARNAYDWTVESTVYV                     
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.2 E():  8.9 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:79-98) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.7  bits: 20.2 E():  9.7 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (28-45:7-24) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                  : :..:..  .  :  ::                
gi|897                      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQG 
                                    10        20        30          
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|897 QQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLA 
      40        50        60        70        80        90          
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 84.2  bits: 22.3 E():   10 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (2-47:237-284) 
 
                                             10         20          
PAT___                              TAADMA-AVCDIVNHY-IETSTVNFRTEPQT 
                                     :.:.: :    .. : . : . :. .  .. 
gi|125 HGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV          
        .  ... .: . :::::                                           
gi|125 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSD 
        270       280       290       300       310       320       
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (8-46:6-44) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
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              .  :.   :  .:.:....:.   .: ..   :: . :.               
gi|170   MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQT 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQ 
       60        70        80        90       100       110         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (27-72:97-140) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (19-68:19-60) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (19-68:19-60) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
          :.  :                                                     
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gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (19-68:19-60) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               70        80                                         
PAT___+ AGPWKARNAYDWTVESTVYV                                         
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.8 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (56-72:74-90) 
 
          30        40        50        60        70        80      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV      
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 20.8 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (56-72:91-107) 
 
          30        40        50        60        70        80      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV      
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 20.8 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (56-72:91-107) 
 
          30        40        50        60        70        80      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV      
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 19.6 E():   14 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (59-72:53-66) 
 
       30        40        50        60        70        80         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV         
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
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>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.4 E():   14 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (29-63:109-143) 
 
                 10        20        30        40        50         
PAT___   TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
       60        70        80           
PAT___ AYAGPWKARNAYDWTVESTVYV           
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (12-52:25-65) 
 
                            10        20        30        40        
PAT___              TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                            
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
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PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:114-139) 
 
           20        30        40        50        60        70     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           80                                                       
PAT___ ESTVYV                                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 79.1  bits: 19.4 E():   20 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (37-65:32-61) 
 
         10        20        30        40        50         60      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
          70        80                                      
PAT___ ARNAYDWTVESTVYV                                      
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.9  bits: 21.0 E():   20 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (10-45:79-114) 
 
                                    10        20         30         
PAT___                      TAADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
       40        50        60        70        80                   
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                   
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (27-46:113-130) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
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gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (32-55:47-70) 
 
              10        20        30        40        50        60  
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
              70        80                                          
PAT___ GPWKARNAYDWTVESTVYV                                          
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (37-65:162-190) 
 
         10        20        30        40        50        60       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
         70        80 
PAT___ RNAYDWTVESTVYV 
                      
gi|223 VQ             
                      
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 75.9  bits: 21.1 E():   30 
Smith-Waterman score: 53; 29.5% identity (54.5% similar) in 44 aa overlap (37-80:217-259) 
 
         10        20        30        40        50        60       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
         70        80                                               
PAT___ RNAYDWTVESTVYV                                               
            : .::.:.:                                               
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.6  bits: 18.8 E():   31 
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (1-27:66-92) 
 
                                             10        20        30 
PAT___                               TAADMAAVCDIVNHYIETSTVNFRTEPQTP 
                                     : :: .:::. ...  .. . . .  :    
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                                          
gi|142 TKCGVKPDFPAVDKNLDCSKLPV                            
         100       110                                    
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (26-74:110-157) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 379



 

 

 
                    10        20        30        40        50      
PAT___      TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
          60        70        80                                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYV                                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (26-74:110-157) 
 
                    10        20        30        40        50      
PAT___      TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
          60        70        80                                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYV                                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (24-45:71-92) 
 
                      10        20        30        40        50    
PAT___        TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
            60        70        80                                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYV                                  
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (27-47:121-141) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (24-45:111-130) 
 
                      10        20        30        40        50    
PAT___        TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
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            60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYV 
                                   
gi|741 FSTLG                       
      140                          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (8-46:6-44) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
              .  :.   :  .:.:....:..  .: ..    : . :.               
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (31-57:68-92) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (31-59:69-95) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (31-59:69-95) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
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 initn:  43 init1:  43 opt:  47  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (31-59:69-95) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (26-45:108-126) 
 
                    10        20        30        40        50      
PAT___      TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
          60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (19-42:101-124) 
 
                           10        20        30        40         
PAT___             TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
       50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                        
gi|288 L                                
                                        
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 46; 45.0% identity (65.0% similar) in 20 aa overlap (2-21:5-24) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
           :::.. : : .:: :.   :                                     
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.0  bits: 20.1 E():   43 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (27-72:66-109) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 382



 

 

gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 46; 26.7% identity (45.3% similar) in 75 aa overlap (2-69:15-88) 
 
                            10        20               30        40 
PAT___              TAADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                     : :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                     
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 46; 45.0% identity (65.0% similar) in 20 aa overlap (2-21:16-35) 
 
                             10        20        30        40       
PAT___               TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                      :::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                           
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.3  bits: 21.0 E():   47 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (28-45:721-738) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (9-63:91-153) 
 
                                     10        20         30        
PAT___                       TAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
              40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
           :.::     : .  ... . :.:. :  :                  
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY              
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              130       140       150                     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 21.0 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (28-45:736-753) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (21-68:1-40) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                           ..::   : :.:   ...::. . :    : ::     .: 
gi|224                     ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
                                      10        20        30        
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
          :.  :                                                     
gi|224 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             40        50        60        70        80        90   
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:15-34) 
 
                            10        20        30        40        
PAT___              TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                     :::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                            
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (23-45:153-175) 
 
                       10        20        30        40        50   
PAT___         TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
             60        70        80                                 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYV                                 
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (28-52:135-159) 
 
                  10        20        30        40        50        
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PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (28-52:135-159) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (28-52:135-159) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (28-52:135-159) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (28-52:135-159) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
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gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (16-55:87-126) 
 
                              10        20        30        40      
PAT___                TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
          50        60        70        80                          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                          
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (16-55:87-126) 
 
                              10        20        30        40      
PAT___                TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
          50        60        70        80                          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                          
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (24-45:72-93) 
 
                      10        20        30        40        50    
PAT___        TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
            60        70        80                                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYV                                  
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.9  bits: 19.9 E():   64 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (27-60:158-190) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (4-57:94-145) 
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                                          10            20          
PAT___                            TAADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
      30        40        50        60        70        80          
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV          
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.7  bits: 14.7 E():   65 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:1-14) 
 
             30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     ::. .: :.. : :               
gi|323                               GVLFNIQYVNYWFAP              
                                             10                   
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (28-63:79-115) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
         60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYV            
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (37-53:32-48) 
 
         10        20        30        40        50        60       
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
         70        80                                       
PAT___ RNAYDWTVESTVYV                                       
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (52-76:242-266) 
 
              30        40        50        60        70        80 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     : ..:  :    ::: ..:  .:..     
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK    
             220       230       240       250       260           
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (27-45:135-153) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
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                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (53-73:259-276) 
 
             30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     : . :. :   : .::..: :        
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT        
      230       240       250       260          270              
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (32-52:139-159) 
 
              10        20        30        40        50        60  
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
              70        80                                          
PAT___ GPWKARNAYDWTVESTVYV                                          
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 18.8 E():   75 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (2-53:18-73) 
 
                               10            20        30        40 
PAT___                 TAADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                     
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.7  bits: 18.0 E():   75 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (22-47:52-78) 
 
                        10        20         30        40        50 
PAT___          TAADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
               60        70        80                               
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV                               
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (28-63:76-115) 
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                  10        20        30        40            50    
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
            60        70        80                                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYV                                  
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|110 MSWQTYVDEHLMCEIEGHHLSSAAIVGHDGAVWAQSTAFPQFKPEEMTNIIKDFDEPGFL 
               10        20        30        40        50        60 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|241 MSWQTYVDEHLMCEIEGHHLASAAIFGHDGTVWAQSADFPQFKPEEITGIMKDLDEPGHL 
               10        20        30        40        50        60 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
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Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (11-42:93-124) 
 
                                   10        20        30        40 
PAT___                     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
               50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
        :                                       
gi|261 GDYLIEQGL                                
            130                                 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .:.: .:.. ....                                    
gi|464 MSWQTYVDEHLMCEIEGHHLASAAILGHDGTVWAQSADFPQFKPEEITGIMKDFDEPGHL 
               10        20        30        40        50        60 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 44; 27.9% identity (51.2% similar) in 43 aa overlap (38-80:16-54) 
 
        10        20        30        40        50        60        
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
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                              10        20        30          40    
 
        70        80                                                
PAT___ NAYDWTVESTVYV                                                
       .  .:  ...: :                                                
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (53-73:277-294) 
 
             30        40        50        60        70        80   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV   
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (53-73:277-294) 
 
             30        40        50        60        70        80   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV   
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.6 E():   81 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (47-71:13-35) 
 
         20        30        40        50        60        70       
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
         80                                                         
PAT___ TVYV                                                         
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (67-74:234-241) 
 
         40        50        60        70        80                 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (41-53:36-48) 
 
               20        30        40        50        60        70 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
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          10        20        30        40        50        60      
 
               80                                   
PAT___ DWTVESTVYV                                   
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (41-53:36-48) 
 
               20        30        40        50        60        70 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               80                                   
PAT___ DWTVESTVYV                                   
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (5-47:17-66) 
 
                                  10        20        30        40  
PAT___             TAADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                      
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:17-36) 
 
                             10        20        30        40       
PAT___               TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                       ::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                           
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (16-37:213-232) 
 
                              10        20        30        40      
PAT___                TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
          50        60        70        80                          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                          
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
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>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.8 E():   86 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (27-45:135-153) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ GIAYAGPWKARNAYDWTVESTVYV                                     
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.4  bits: 18.8 E():   88 
Smith-Waterman score: 46; 22.2% identity (57.8% similar) in 45 aa overlap (2-45:71-114) 
 
                                            10        20         30 
PAT___                              TAADMAAVCDIVNHYIETSTVNFR-TEPQTP 
                                     : ....  .. .  ::    .:. :. . : 
gi|204 KKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKTDKHPP 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV           
       ..:  :.. : .  :                                              
gi|204 KNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGTLSSLE 
               110       120       130       140       150          
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (23-58:37-79) 
 
                       10        20        30                 40    
PAT___         TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
            50        60        70        80                        
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV                        
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (36-61:137-162) 
 
          10        20        30        40        50        60      
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
          70        80                                              
PAT___ ARNAYDWTVESTVYV                                              
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.1  bits: 19.7 E():   91 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (28-45:249-266) 
 
                  10        20        30        40        50        
PAT___    TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
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                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
        60        70        80                                      
PAT___ IAYAGPWKARNAYDWTVESTVYV                                      
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 24 aa overlap (57-80:12-35) 
 
         30        40        50        60        70        80       
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV       
                                     :.  :.:  : .  ::  .:  ..       
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.9  bits: 20.1 E():   92 
Smith-Waterman score: 49; 20.7% identity (55.2% similar) in 58 aa overlap (4-61:379-436) 
 
                                          10        20        30    
PAT___                            TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :. .  . :.  .: .  ..:..    :.  
gi|219 VEVLIMDLEKATAHAQALEKRVSQLEKINLDLKSKLEEVSMLLEQTQKDLRVKIADLQKL 
      350       360       370       380       390       400         
 
            40        50        60        70        80              
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV              
         . :.:.:.   :. : . ..  .: :                                 
gi|219 QHEYEKLRDQKEALARENKKLADDLAEAKSQLNDAHRRIHEQEIEIKRLENEREELAAAY 
      410       420       430       440       450       460         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:86-112) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
               70        80 
PAT___ AGPWKARNAYDWTVESTVYV 
                            
gi|484 VLACGWVDGEVQE        
         120                
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.7 E():   95 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (30-66:11-47) 
 
               10        20        30        40        50        60 
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                    :. .... ...:  .  . :. .: ..:    
gi|144                    MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDEL 
                                  10        20        30        40  
 
               70        80                                         
PAT___ AGPWKARNAYDWTVESTVYV                                         
       ::  ::                                                       
gi|144 AGVLKALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAF 
              50        60        70        80        90       100  
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>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
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>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
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PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|58700651|gb|AAW81034.1| profilin [Crocus sativus]    (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 23.8% identity (66.7% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
PAT___     TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
           : .:   .::. .: . ....                                    
gi|587 MSWQTYVDEHLMCDMDGHVLTSAAILGHDGSVWAQSAGFPELKPAEITAILNDFNEPGSL 
               10        20        30        40        50        60 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:103-124) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:104-125) 
 
                         10        20        30        40        50 
PAT___           TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
               60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 16.5 E():   98 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (35-44:3-12) 
 
           10        20        30        40        50        60     
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::.::.  :.                     
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gi|144                             MADDMERIFKRFDTNGDGKISLSELTDALRTL 
                                           10        20        30   
 
           70        80                               
PAT___ KARNAYDWTVESTVYV                               
                                                      
gi|144 GSTSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
             40        50        60        70         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:37 2011 done: Wed Jan 19 14:40:37 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 15  - 94 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     6     2:*= 
  32     9     8:=*= 
  34    22    22:=====* 
  36    26    44:=======   * 
  38    83    73:==================*== 
  40   102   102:=========================* 
  42    98   125:=========================      * 
  44   194   137:==================================*============== 
  46   122   140:===============================   * 
  48   126   134:================================ * 
  50   105   122:===========================   * 
  52   130   107:==========================*====== 
  54    72    92:==================    * 
  56    73    77:===================* 
  58    40    63:==========     * 
  60    45    51:============* 
  62    41    41:==========* 
  64    41    33:========*== 
  66    43    26:======*==== 
  68    27    20:====*== 
  70    14    16:===* 
  72     9    12:==* 
  74    11    10:==* 
  76     5     8:=* 
  78     6     6:=* 
  80    13     5:=*== 
  82    10     3:*== 
  84     4     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
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 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.72000.00341; mu= 13.6210 0.178 
 mean_var=37.201210.555, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.210279 
 Kolmogorov-Smirnov  statistic: 0.0297 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.4   0.021 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.9    0.94 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.3     1.3 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.3     1.4 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.7       5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.0     6.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   57 22.1     7.1 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   56 21.7     7.8 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.5     8.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.0     8.7 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.2     9.1 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.2     9.7 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   57 22.2      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.5      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      13 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.7      13 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.6      14 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.8      14 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.8      14 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.4      15 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.0      15 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   56 22.1      19 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.4      20 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 20.9      21 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      22 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.4      25 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.9      27 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.5      28 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   54 21.5      28 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   54 21.5      28 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.5      30 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      32 
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gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.8      36 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      36 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.6      37 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.9      39 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.9      39 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.9      39 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.9      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.5      41 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.5      41 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.5      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      44 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.5      45 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.5      45 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.6      47 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      49 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.1      51 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   45 18.2      55 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      61 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      61 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      61 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      61 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      61 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      61 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 14.8      62 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      64 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      64 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      64 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   48 19.5      65 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.9      65 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 17.9      67 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.6      68 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   43 17.6      71 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.7      71 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.7      72 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      73 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.0      74 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      75 
gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tr ( 285)   46 18.8      75 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.4      75 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.6      76 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.6      77 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.6      77 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.6      77 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.6      77 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.6      77 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.6      77 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.6      77 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.6      77 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.6      81 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.2      82 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.2      82 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      82 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      82 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.6      83 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      84 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.2      85 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      87 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      87 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.0      88 
gi|204324083|gb|ACI01048.1| arginine kinase [Bomby ( 355)   46 18.8      89 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      90 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.3      92 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      93 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.2      94 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.7      94 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.3      94 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.3      94 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 402



 

 

gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.3      94 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.3      94 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.3      94 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.3      94 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.3      94 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.3      94 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.3      94 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.3      94 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.3      94 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.3      94 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.3      94 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.3      94 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.3      94 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.3      94 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.3      94 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.3      94 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.3      94 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.3      94 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.3      94 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.3      94 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.3      94 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.3      94 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.3      94 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.3      94 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.3      95 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.0      95 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.5      95 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 132.5  bits: 31.4 E(): 0.021 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (9-42:178-210) 
 
                                     10        20        30         
PAT___                       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
       40        50        60        70        80                   
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                   
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.0  bits: 25.9 E(): 0.94 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (25-73:113-160) 
 
                     10        20        30        40        50     
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
           60        70        80                                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVS                                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 100.7  bits: 23.3 E():  1.3 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (4-63:4-64) 
 
               10        20        30             40        50      
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGVVA 
          .::.  : .:. :...:.:  . :     :   :    .::..   : :    ...: 
gi|513 AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NLAA 
               10        20        30        40        50           
 
          60        70        80                              
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PAT___ GIAYAGPWKARNAYDWTVESTVYVS                              
       : : :  :                                               
gi|513 GTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
         60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.7  bits: 25.3 E():  1.4 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (25-73:113-160) 
 
                     10        20        30        40        50     
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
           60        70        80                                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVS                                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.9  bits: 22.7 E():    5 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (22-57:29-64) 
 
                      10        20        30        40        50    
PAT___        AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVS                                  
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 88.3  bits: 22.0 E():  6.2 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (18-67:21-62) 
 
                  10        20        30        40        50        
PAT___    AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
        60        70        80                                      
PAT___ AYAGPWKARNAYDWTVESTVYVS                                      
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 87.2  bits: 22.1 E():  7.1 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (1-46:51-98) 
 
                                              10         20         
PAT___                               AADMA-AVCDIVNHY-IETSTVNFRTEPQT 
                                     :.:.: :    .. : . : . :. .  .. 
gi|668 HGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
               30        40        50        60        70        80 
 
       30        40        50        60        70        80         
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS         
        .  ... .: . :::::                                           
gi|668 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSD 
               90       100       110       120       130       140 
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.4  bits: 21.7 E():  7.8 
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Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (4-63:11-71) 
 
                      10        20        30             40         
PAT___        AADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
       50        60        70        80                             
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                             
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.6  bits: 22.5 E():  8.7 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (20-65:262-307) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
      50        60         70        80                             
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVS                             
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 85.6  bits: 21.0 E():  8.7 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (31-57:83-110) 
 
               10        20        30         40        50          
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
      60        70        80                    
PAT___ AGPWKARNAYDWTVESTVYVS                    
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.2 E():  9.1 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:79-98) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.8  bits: 20.2 E():  9.7 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (27-44:7-24) 
 
               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :..:..  .  :  ::                 
gi|897                     EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQ 
                                   10        20        30        40 
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               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
                                                                    
gi|897 QGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLAS 
               50        60        70        80        90       100 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 83.9  bits: 22.2 E():   11 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (1-46:237-284) 
 
                                              10         20         
PAT___                               AADMA-AVCDIVNHY-IETSTVNFRTEPQT 
                                     :.:.: :    .. : . : . :. .  .. 
gi|125 HGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSS 
        210       220       230       240       250       260       
 
       30        40        50        60        70        80         
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS         
        .  ... .: . :::::                                           
gi|125 SSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSD 
        270       280       290       300       310       320       
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (7-45:6-44) 
 
               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
             .  :.   :  .:.:....:.   .: ..   :: . :.                
gi|170  MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTF 
                10        20        30        40        50          
 
               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
                                                                    
gi|170 PHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQP 
      60        70        80        90       100       110          
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (26-71:97-140) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (18-67:19-60) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (18-67:19-60) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.8  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (18-67:19-60) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.7 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (55-71:74-90) 
 
           30        40        50        60        70        80     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS     
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 19.6 E():   14 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (58-71:53-66) 
 
        30        40        50        60        70        80        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS        
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
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gi|323 RTNAAVTVR 
             90  
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 20.8 E():   14 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (55-71:91-107) 
 
           30        40        50        60        70        80     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS     
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 20.8 E():   14 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (55-71:91-107) 
 
           30        40        50        60        70        80     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS     
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.4 E():   15 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (28-62:109-143) 
 
                  10        20        30        40        50        
PAT___    AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
        60        70        80          
PAT___ AYAGPWKARNAYDWTVESTVYVS          
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (11-51:25-65) 
 
                             10        20        30        40       
PAT___               AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                           
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:114-139) 
 
            20        30        40        50        60        70    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            80                                                      
PAT___ ESTVYVS                                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.6  bits: 22.1 E():   19 
Smith-Waterman score: 56; 25.4% identity (54.0% similar) in 63 aa overlap (25-80:406-468) 
 
                     10        20        30           40            
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
       50         60        70        80                            
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVS                            
         ::: : ..  .  .   . :: ... .:::.                            
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
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gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (36-64:32-61) 
 
          10        20        30        40        50         60     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
           70        80                                     
PAT___ ARNAYDWTVESTVYVS                                     
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.7  bits: 20.9 E():   21 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (9-44:79-114) 
 
                                     10        20         30        
PAT___                       AADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
        40        50        60        70        80                  
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                  
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (26-45:113-130) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 77.3  bits: 21.4 E():   25 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (36-80:217-260) 
 
          10        20        30        40        50        60      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
          70        80                                              
PAT___ RNAYDWTVESTVYVS                                              
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (31-54:47-70) 
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               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.4  bits: 19.5 E():   28 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (37-80:16-55) 
 
         10        20        30        40        50        60       
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
         70        80                                               
PAT___ NAYDWTVESTVYVS                                               
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 54; 25.4% identity (54.0% similar) in 63 aa overlap (25-80:404-466) 
 
                     10        20        30           40            
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
       50         60        70        80                            
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVS                            
         ::: : ..  .  .   . :: ... .:::.                            
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 54; 25.4% identity (54.0% similar) in 63 aa overlap (25-80:404-466) 
 
                     10        20        30           40            
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
       50         60        70        80                            
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVS                            
         ::: : ..  .  .   . :: ... .:::.                            
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (36-64:162-190) 
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          10        20        30        40        50        60      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
          70        80 
PAT___ RNAYDWTVESTVYVS 
                       
gi|223 VQ              
                       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (23-44:71-92) 
 
                       10        20        30        40        50   
PAT___         AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
             60        70        80                                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVS                                 
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (25-73:110-157) 
 
                     10        20        30        40        50     
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
           60        70        80                                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVS                                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (25-73:110-157) 
 
                     10        20        30        40        50     
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
           60        70        80                                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVS                                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (23-44:111-130) 
 
                       10        20        30        40        50   
PAT___         AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
             60        70        80 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 414



 

 

PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVS 
                                    
gi|741 FSTLG                        
      140                           
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 20.0 E():   36 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (26-46:121-141) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 74.3  bits: 19.6 E():   37 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (7-45:6-44) 
 
               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
             .  :.   :  .:.:....:..  .: ..    : . :.                
gi|170  MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTF 
                10        20        30        40        50          
 
               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
                                                                    
gi|170 PHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQ 
      60        70        80        90       100       110          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (30-56:68-92) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (30-58:69-95) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 18.9 E():   39 
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Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (30-58:69-95) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (30-58:69-95) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      60        70        80                                        
PAT___ AGPWKARNAYDWTVESTVYVS                                        
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (25-44:108-126) 
 
                     10        20        30        40        50     
PAT___       AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
           60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (18-41:101-124) 
 
                            10        20        30        40        
PAT___              AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                         
gi|288 L                                 
                                         
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 46; 45.0% identity (65.0% similar) in 20 aa overlap (1-20:5-24) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
           :::.. : : .:: :.   :                                     
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.8  bits: 20.1 E():   44 
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Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (26-71:66-109) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 46; 26.7% identity (45.3% similar) in 75 aa overlap (1-68:15-88) 
 
                             10        20               30          
PAT___               AADMAAVCDIVNHYIETSTVN--FRTEP-----QTPQEWIDDLERL 
                     : :.. : : .:: :.   :     .::       : .   :.:   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                    
       :.:    . :... . :.    :    ::                                
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
                70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 46; 45.0% identity (65.0% similar) in 20 aa overlap (1-20:16-35) 
 
                              10        20        30        40      
PAT___                AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                      :::.. : : .:: :.   :                          
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                          
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (8-62:91-153) 
 
                                      10        20         30       
PAT___                        AADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
               40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
           :.::     : .  ... . :.:. :  :                   
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY               
              130       140       150                      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (27-44:721-738) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
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         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (27-44:736-753) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (20-67:1-40) 
 
               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                          ..::   : :.:   ...::. . :    : ::     .:  
gi|224                    ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYI 
                                     10        20        30         
 
               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
         :.  :                                                      
gi|224 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
            40        50        60        70        80        90    
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:15-34) 
 
                             10        20        30        40       
PAT___               AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                     :::.. . : .:: :.   :                           
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                           
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (27-51:135-159) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (27-51:135-159) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (27-51:135-159) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (27-51:135-159) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (27-51:135-159) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 20.6 E():   61 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (22-44:153-175) 
 
                        10        20        30        40        50  
PAT___          AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
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gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
              60        70        80                                
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVS                                
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.2  bits: 14.8 E():   62 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:1-14) 
 
              30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     ::. .: :.. : :                
gi|323                               GVLFNIQYVNYWFAP               
                                             10                    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (23-44:72-93) 
 
                       10        20        30        40        50   
PAT___         AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
             60        70        80                                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVS                                 
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (15-54:87-126) 
 
                               10        20        30        40     
PAT___                 AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
           50        60        70        80                         
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                         
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (15-54:87-126) 
 
                               10        20        30        40     
PAT___                 AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
           50        60        70        80                         
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                         
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 69.8  bits: 19.5 E():   65 
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (3-56:94-145) 
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                                           10            20         
PAT___                             AADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
       30        40        50        60        70        80         
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS         
             .: : ..   : .:.: .  ::                                 
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (26-59:158-190) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (27-62:79-115) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
          60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVS           
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.6 E():   68 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (36-52:32-48) 
 
          10        20        30        40        50        60      
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
          70        80                                      
PAT___ RNAYDWTVESTVYVS                                      
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 17.6 E():   71 
Smith-Waterman score: 43; 24.0% identity (64.0% similar) in 25 aa overlap (2-26:68-92) 
 
                                            10        20        30  
PAT___                              AADMAAVCDIVNHYIETSTVNFRTEPQTPQE 
                                     :: .:::. ...  .. . . .  :      
gi|142 APCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLSTK 
        40        50        60        70        80        90        
 
              40        50        60        70        80 
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PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                                         
gi|142 CGVKPDFPAVDKNLDCSKLPV                             
       100       110                                     
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (51-75:242-266) 
 
               30        40        50        60        70        80 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (26-44:135-153) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (52-72:259-276) 
 
              30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : . :. :   : .::..: :         
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT         
      230       240       250       260          270               
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (21-46:52-78) 
 
                         10        20         30        40          
PAT___           AADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
      50        60        70        80                              
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS                              
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (31-51:139-159) 
 
               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
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      170       180       190       200       210       220         
 
>>gi|42559556|sp|O96764.2|TPM_CHIKI RecName: Full=Tropom  (285 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 56 aa overlap (1-52:18-73) 
 
                                10            20        30          
PAT___                  AADMAAVCDI----VNHYIETSTVNFRTEPQTPQEWIDDLERL 
                        : : : .:.     .:   : .  . ::  .  :   .::..  
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                    
       : .   . ...::                                                
gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA 
               70        80        90       100       110       120 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (27-62:76-115) 
 
                   10        20        30        40            50   
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
             60        70        80                                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVS                                 
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 27.8% identity (72.2% similar) in 18 aa overlap (3-20:8-25) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
              :   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (10-41:93-124) 
 
                                    10        20        30          
PAT___                      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
      40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
        :                                        
gi|261 GDYLIEQGL                                 
            130                                  
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
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                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (46-70:13-35) 
 
          20        30        40        50        60        70      
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
          80                                                        
PAT___ TVYVS                                                        
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (40-52:36-48) 
 
      10        20        30        40        50        60          
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      70        80                                  
PAT___ DWTVESTVYVS                                  
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (40-52:36-48) 
 
      10        20        30        40        50        60          
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      70        80                                  
PAT___ DWTVESTVYVS                                  
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (52-72:277-294) 
 
              30        40        50        60        70        80  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS  
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (52-72:277-294) 
 
              30        40        50        60        70        80  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS  
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:17-36) 
 
                              10        20        30        40      
PAT___                AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                       ::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                          
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (66-73:234-241) 
 
          40        50        60        70        80                
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (4-46:17-66) 
 
                                   10        20        30        40 
PAT___              AADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                     
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
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 initn:  38 init1:  38 opt:  47  Z-score: 67.5  bits: 19.2 E():   87 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (15-36:213-232) 
 
                               10        20        30        40     
PAT___                 AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
           50        60        70        80                         
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                         
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.8 E():   87 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (26-44:135-153) 
 
                    10        20        30        40        50      
PAT___      AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVS                                    
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (22-57:37-79) 
 
                        10        20        30                 40   
PAT___          AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
             50        60        70        80                       
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS                       
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|204324083|gb|ACI01048.1| arginine kinase [Bombyx mo  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.3  bits: 18.8 E():   89 
Smith-Waterman score: 46; 22.2% identity (57.8% similar) in 45 aa overlap (1-44:71-114) 
 
                                             10        20           
PAT___                               AADMAAVCDIVNHYIETSTVNFR-TEPQTP 
                                     : ....  .. .  ::    .:. :. . : 
gi|204 KKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFKKTDKHPP 
               50        60        70        80        90       100 
 
      30        40        50        60        70        80          
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS          
       ..:  :.. : .  :                                              
gi|204 KNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVSGTLSSLE 
               110       120       130       140       150          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 19.2 E():   90 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (35-60:137-162) 
 
           10        20        30        40        50        60     
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
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        110       120       130       140       150       160       
 
           70        80                                             
PAT___ ARNAYDWTVESTVYVS                                             
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (30-56:86-112) 
 
                10        20        30        40        50          
PAT___  AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
      60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVS 
                             
gi|484 VLACGWVDGEVQE         
         120                 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.6 E():   93 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (27-44:249-266) 
 
                   10        20        30        40        50       
PAT___     AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
         60        70        80                                     
PAT___ IAYAGPWKARNAYDWTVESTVYVS                                     
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 24 aa overlap (56-79:12-35) 
 
          30        40        50        60        70        80      
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS      
                                     :.  :.:  : .  ::  .:  ..       
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (29-65:11-47) 
 
               10        20        30        40        50        60 
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                   :. .... ...:  .  . :. .: ..:   : 
gi|144                   MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELA 
                                 10        20        30        40   
 
               70        80                                         
PAT___ GPWKARNAYDWTVESTVYVS                                         
       :  ::                                                        
gi|144 GVLKALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFE 
             50        60        70        80        90       100   
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
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             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
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>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:103-124) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:104-125) 
 
                          10        20        30        40          
PAT___            AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
      50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 20.0 E():   95 
Smith-Waterman score: 49; 20.7% identity (55.2% similar) in 58 aa overlap (3-60:379-436) 
 
                                           10        20        30   
PAT___                             AADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
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                                     :. .  . :.  .: .  ..:..    :.  
gi|219 VEVLIMDLEKATAHAQALEKRVSQLEKINLDLKSKLEEVSMLLEQTQKDLRVKIADLQKL 
      350       360       370       380       390       400         
 
             40        50        60        70        80             
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS             
         . :.:.:.   :. : . ..  .: :                                 
gi|219 QHEYEKLRDQKEALARENKKLADDLAEAKSQLNDAHRRIHEQEIEIKRLENEREELAAAY 
      410       420       430       440       450       460         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 16.5 E():   95 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (34-43:3-12) 
 
            10        20        30        40        50        60    
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::.::.  :.                     
gi|144                             MADDMERIFKRFDTNGDGKISLSELTDALRTL 
                                           10        20        30   
 
            70        80                              
PAT___ KARNAYDWTVESTVYVS                              
                                                      
gi|144 GSTSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
             40        50        60        70         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:37 2011 done: Wed Jan 19 14:40:37 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 16  - 95 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     7     2:*= 
  32     3     8:=* 
  34    25    22:=====*= 
  36    23    44:======    * 
  38    84    73:==================*== 
  40   102   102:=========================* 
  42   107   125:===========================    * 
  44   182   137:==================================*=========== 
  46   129   140:================================= * 
  48   120   134:==============================   * 
  50   104   122:==========================    * 
  52   135   107:==========================*======= 
  54    77    92:====================  * 
  56    65    77:=================  * 
  58    47    63:============   * 
  60    42    51:=========== * 
  62    36    41:========= * 
  64    44    33:========*== 
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  66    50    26:======*====== 
  68    23    20:====*= 
  70    16    16:===* 
  72     5    12:==* 
  74    12    10:==* 
  76     3     8:=* 
  78     6     6:=* 
  80    16     5:=*== 
  82    11     3:*== 
  84     4     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.84970.00339; mu= 12.7803 0.177 
 mean_var=36.988610.597, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.210882 
 Kolmogorov-Smirnov  statistic: 0.0337 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.4   0.021 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.9    0.92 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.4     1.2 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.3     1.4 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.7     4.8 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.1     5.9 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   56 21.8     7.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.1     8.3 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.6     8.5 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.2     8.9 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.3     9.1 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.5      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.5      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.8      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      12 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.7      13 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.8      13 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.8      13 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.5      14 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.1      14 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.7      16 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
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gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   56 22.1      18 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.5      19 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.0      20 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      21 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.8      23 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.8      23 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.4      25 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 19.9      26 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.6      27 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.6      29 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      31 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      32 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      32 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   51 20.4      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 18.9      34 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.7      35 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      35 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 18.9      37 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 18.9      37 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 18.9      37 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 18.9      37 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.6      39 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.6      39 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      43 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.6      45 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      49 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      51 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.0      55 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      59 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      59 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      59 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      59 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      59 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      61 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      62 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      63 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      63 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.0      64 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.9      64 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.6      65 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   43 17.6      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      69 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.8      70 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.0      71 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.4      72 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.7      73 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      73 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.7      73 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.7      73 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.7      73 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.7      73 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   43 17.7      73 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.7      73 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.7      73 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.7      73 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.7      73 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.7      77 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      77 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      77 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.7      80 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      80 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      80 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      82 
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gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.2      83 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.1      84 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      85 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      85 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.4      88 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      89 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.4      90 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.4      90 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.4      90 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.4      90 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.4      90 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.4      90 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.4      90 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.4      90 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.4      90 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.4      90 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.4      90 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.4      90 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.4      90 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.4      90 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.4      90 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.4      90 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.4      90 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.4      90 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.4      90 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.4      90 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.4      90 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.4      90 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.4      90 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.4      90 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.4      90 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.4      90 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.6      90 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.7      90 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.4      90 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.3      92 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      92 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.0      95 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.2      99 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.0   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 132.7  bits: 31.4 E(): 0.021 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (8-41:178-210) 
 
                                      10        20        30        
PAT___                        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
        40        50        60        70        80                  
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                  
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.2  bits: 25.9 E(): 0.92 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (24-72:113-160) 
 
                      10        20        30        40        50    
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
            60        70        80                                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSH                                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
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             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 101.2  bits: 23.4 E():  1.2 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (3-62:4-64) 
 
                10        20        30             40        50     
PAT___  ADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGVVA 
          .::.  : .:. :...:.:  . :     :   :    .::..   : :    ...: 
gi|513 AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NLAA 
               10        20        30        40        50           
 
           60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                             
       : : :  :                                               
gi|513 GTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
         60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.9  bits: 25.3 E():  1.4 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (24-72:113-160) 
 
                      10        20        30        40        50    
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
            60        70        80                                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSH                                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.2  bits: 22.7 E():  4.8 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (21-56:29-64) 
 
                       10        20        30        40        50   
PAT___         ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSH                                 
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 88.6  bits: 22.1 E():  5.9 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (17-66:21-62) 
 
                   10        20        30        40        50       
PAT___     ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
         60        70        80                                     
PAT___ AYAGPWKARNAYDWTVESTVYVSH                                     
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.8  bits: 21.8 E():  7.5 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (3-62:11-71) 
 
                       10        20        30             40        
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PAT___         ADMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
        50        60        70        80                            
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                            
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (30-56:83-110) 
 
                10        20        30         40        50         
PAT___  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
       60        70        80                   
PAT___ AGPWKARNAYDWTVESTVYVSH                   
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.8  bits: 22.6 E():  8.5 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (19-64:262-307) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
       50         60        70        80                            
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSH                            
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.2 E():  8.9 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:79-98) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.3  bits: 20.3 E():  9.1 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (26-43:7-24) 
 
               10        20        30        40        50        60 
PAT___ ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                                : :..:..  .  :  ::                  
gi|897                    EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQ 
                                  10        20        30        40  
 
               70        80                                         
PAT___ PWKARNAYDWTVESTVYVSH                                         
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gi|897 GYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
              50        60        70        80        90       100  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (8-45:63-98) 
 
                                      10        20        30        
PAT___                        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
        40        50        60        70        80                  
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                  
        . :::::                                                     
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 83.5  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (6-44:6-44) 
 
               10        20        30        40        50        60 
PAT___ ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ PWKARNAYDWTVESTVYVSH                                         
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (25-70:97-140) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.0  bits: 20.8 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (54-70:74-90) 
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            30        40        50        60        70        80    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH    
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (17-66:19-60) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (17-66:19-60) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (17-66:19-60) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.6  bits: 19.7 E():   13 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (57-70:53-66) 
 
         30        40        50        60        70        80       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH       
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
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>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 20.8 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (54-70:91-107) 
 
            30        40        50        60        70        80    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH    
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 20.8 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (54-70:91-107) 
 
            30        40        50        60        70        80    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH    
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 20.5 E():   14 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (27-61:109-143) 
 
                   10        20        30        40        50       
PAT___     ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
         60        70        80         
PAT___ AYAGPWKARNAYDWTVESTVYVSH         
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (10-50:25-65) 
 
                              10        20        30        40      
PAT___                ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                          
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.8  bits: 21.7 E():   16 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (8-45:249-284) 
 
                                      10        20        30        
PAT___                        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
        40        50        60        70        80                  
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                  
        . :::::                                                     
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gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
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             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
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PAT___ ESTVYVSH                                                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:114-139) 
 
             20        30        40        50        60        70   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             80                                                     
PAT___ ESTVYVSH                                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.7  bits: 22.1 E():   18 
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Smith-Waterman score: 56; 25.4% identity (54.0% similar) in 63 aa overlap (24-79:406-468) 
 
                      10        20        30           40           
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
        50         60        70        80                           
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSH                           
         ::: : ..  .  .   . :: ... .:::.                            
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 79.6  bits: 19.5 E():   19 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (35-63:32-61) 
 
           10        20        30        40        50         60    
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
            70        80                                    
PAT___ ARNAYDWTVESTVYVSH                                    
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.0  bits: 21.0 E():   20 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (8-43:79-114) 
 
                                      10        20         30       
PAT___                        ADMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
         40        50        60        70        80                 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                 
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (25-44:113-130) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 78.1  bits: 21.8 E():   23 
Smith-Waterman score: 55; 25.0% identity (54.7% similar) in 64 aa overlap (24-80:404-467) 
 
                      10        20        30           40           
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
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                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
        50         60        70        80                           
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSH                           
         ::: : ..  .  .   . :: ... .:::..                           
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 78.1  bits: 21.8 E():   23 
Smith-Waterman score: 55; 25.0% identity (54.7% similar) in 64 aa overlap (24-80:404-467) 
 
                      10        20        30           40           
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
        50         60        70        80                           
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSH                           
         ::: : ..  .  .   . :: ... .:::..                           
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 77.4  bits: 21.4 E():   25 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (35-79:217-260) 
 
           10        20        30        40        50        60     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
           70        80                                             
PAT___ RNAYDWTVESTVYVSH                                             
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 19.9 E():   26 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (30-53:47-70) 
 
                10        20        30        40        50          
PAT___  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
      60        70        80                                        
PAT___ GPWKARNAYDWTVESTVYVSH                                        
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.8  bits: 19.6 E():   27 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (36-79:16-55) 
 
          10        20        30        40        50        60      
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
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gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
          70        80                                              
PAT___ NAYDWTVESTVYVSH                                              
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (35-63:162-190) 
 
           10        20        30        40        50        60     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
           70        80 
PAT___ RNAYDWTVESTVYVSH 
                        
gi|223 VQ               
                        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (22-43:71-92) 
 
                        10        20        30        40        50  
PAT___          ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
              60        70        80                                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSH                                
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (24-72:110-157) 
 
                      10        20        30        40        50    
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
            60        70        80                                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSH                                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (24-72:110-157) 
 
                      10        20        30        40        50    
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
            60        70        80                                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSH                                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
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      140       150       160       170       180       190         
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 51; 24.7% identity (48.2% similar) in 85 aa overlap (2-80:94-172) 
 
                                            10            20        
PAT___                              ADMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
        30        40        50          60        70        80      
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAG--IAYAGPWKARNAYDWTVESTVYVSH      
             .: : ..   : .:.: .  ::    :     ....  ..... . . :      
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
gi|238 RAKWGKNFVDQRDEDCNGHGTHVAGTVGGTKYGLAKSVSLVAVKVLDCDGSGSNSGVIRG 
       180       190       200       210       220       230        
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (22-43:111-130) 
 
                        10        20        30        40        50  
PAT___          ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
              60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     
gi|741 FSTLG                         
      140                            
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (6-44:6-44) 
 
               10        20        30        40        50        60 
PAT___ ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ PWKARNAYDWTVESTVYVSH                                         
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 20.1 E():   35 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (25-45:121-141) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 74.2  bits: 18.9 E():   37 
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Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (29-55:68-92) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (29-57:69-95) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (29-57:69-95) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (29-57:69-95) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       60        70        80                                       
PAT___ AGPWKARNAYDWTVESTVYVSH                                       
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (24-43:108-126) 
 
                      10        20        30        40        50    
PAT___        ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
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            60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (17-40:101-124) 
 
                             10        20        30        40       
PAT___               ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
         50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                          
gi|288 L                                  
                                          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.0  bits: 20.1 E():   43 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (25-70:66-109) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
           60        70        80                                   
PAT___+ GIAYAGPWKARNAYDWTVESTVYVSH                                   
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (7-61:91-153) 
 
                                       10        20         30      
PAT___                         ADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
                40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
           :.::     : .  ... . :.:. :  :                    
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                
              130       140       150                       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (26-43:721-738) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (26-43:736-753) 
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                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (19-66:1-40) 
 
               10        20        30        40        50        60 
PAT___ ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                         ..::   : :.:   ...::. . :    : ::     .:   
gi|224                   ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIE 
                                    10        20        30          
 
               70        80                                         
PAT___ PWKARNAYDWTVESTVYVSH                                         
        :.  :                                                       
gi|224 TWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEE 
           40        50        60        70        80        90     
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.0  bits: 15.0 E():   55 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:1-14) 
 
               30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (26-50:135-159) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (26-50:135-159) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (26-50:135-159) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (26-50:135-159) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (26-50:135-159) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 20.6 E():   61 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (21-43:153-175) 
 
                         10        20        30        40        50 
PAT___           ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
               60        70        80                               
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSH                               
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (22-43:72-93) 
 
                        10        20        30        40        50  
PAT___          ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 453



 

 

gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
              60        70        80                                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSH                                
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (14-53:87-126) 
 
                                10        20        30        40    
PAT___                  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
            50        60        70        80                        
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                        
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (14-53:87-126) 
 
                                10        20        30        40    
PAT___                  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
            50        60        70        80                        
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                        
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (26-61:79-115) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
           60        70        80          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH          
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.8  bits: 19.9 E():   64 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (25-58:158-190) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
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        190       200       210       220       230       240       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (35-51:32-48) 
 
           10        20        30        40        50        60     
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
           70        80                                     
PAT___ RNAYDWTVESTVYVSH                                     
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 43; 24.0% identity (64.0% similar) in 25 aa overlap (1-25:68-92) 
 
                                             10        20        30 
PAT___                               ADMAAVCDIVNHYIETSTVNFRTEPQTPQE 
                                     :: .:::. ...  .. . . .  :      
gi|142 APCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLSTK 
        40        50        60        70        80        90        
 
               40        50        60        70        80 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                                          
gi|142 CGVKPDFPAVDKNLDCSKLPV                              
       100       110                                      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (50-74:242-266) 
 
      20        30        40        50        60        70          
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
      80 
PAT___ H 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (25-43:135-153) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (20-45:52-78) 
 
                          10        20         30        40         
PAT___            ADMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
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              30        40        50        60        70        80  
 
       50        60        70        80                             
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                             
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (51-71:259-276) 
 
               30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (26-61:76-115) 
 
                    10        20        30        40            50  
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
              60        70        80                                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSH                                
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (30-50:139-159) 
 
                10        20        30        40        50          
PAT___  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
      60        70        80                                        
PAT___ GPWKARNAYDWTVESTVYVSH                                        
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
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             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (9-40:93-124) 
 
                                     10        20        30         
PAT___                       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
       40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
        :                                         
gi|261 GDYLIEQGL                                  
            130                                   
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 27.8% identity (72.2% similar) in 18 aa overlap (2-19:8-25) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
              :   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (45-69:13-35) 
 
           20        30        40        50        60        70     
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
           80                                                       
PAT___ TVYVSH                                                       
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.3 E():   77 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (39-51:36-48) 
 
       10        20        30        40        50        60         
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       70        80                                 
PAT___ DWTVESTVYVSH                                 
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 458



 

 

 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.3 E():   77 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (39-51:36-48) 
 
       10        20        30        40        50        60         
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       70        80                                 
PAT___ DWTVESTVYVSH                                 
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:17-36) 
 
                               10        20        30        40     
PAT___                 ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                       ::.. : : .:: :.   :.                         
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                         
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (51-71:277-294) 
 
               30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (51-71:277-294) 
 
               30        40        50        60        70        80 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (65-72:234-241) 
 
           40        50        60        70        80               
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH               
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
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 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (3-45:17-66) 
 
                                    10        20        30          
PAT___               ADMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                    
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (21-56:37-79) 
 
                         10        20        30                 40  
PAT___           ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
              50        60        70        80                      
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                      
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (25-43:135-153) 
 
                     10        20        30        40        50     
PAT___       ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSH                                   
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (14-35:213-232) 
 
                                10        20        30        40    
PAT___                  ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
            50        60        70        80                        
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH                        
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (29-55:86-112) 
 
                 10        20        30        40        50         
PAT___   ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 460



 

 

          60        70        80        90       100       110      
 
       60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSH 
                              
gi|484 VLACGWVDGEVQE          
         120                  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (34-59:137-162) 
 
            10        20        30        40        50        60    
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
            70        80                                            
PAT___ ARNAYDWTVESTVYVSH                                            
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
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             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
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>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:103-124) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 16.6 E():   90 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (33-42:3-12) 
 
             10        20        30        40        50        60   
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::.::.  :.                     
gi|144                             MADDMERIFKRFDTNGDGKISLSELTDALRTL 
                                           10        20        30   
 
             70        80                             
PAT___ KARNAYDWTVESTVYVSH                             
                                                      
gi|144 GSTSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
             40        50        60        70         
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (28-64:11-47) 
 
               10        20        30        40        50        60 
PAT___ ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                                  :. .... ...:  .  . :. .: ..:   :: 
gi|144                  MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAG 
                                10        20        30        40    
 
               70        80                                         
PAT___ PWKARNAYDWTVESTVYVSH                                         
         ::                                                         
gi|144 VLKALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFEL 
            50        60        70        80        90       100    
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:104-125) 
 
                           10        20        30        40         
PAT___             ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
       50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   92 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 24 aa overlap (55-78:12-35) 
 
           30        40        50        60        70        80     
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH     
                                     :.  :.:  : .  ::  .:  ..       
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.6 E():   92 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (26-43:249-266) 
 
                    10        20        30        40        50      
PAT___      ADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 466



 

 

                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
          60        70        80                                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSH                                    
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 20.0 E():   95 
Smith-Waterman score: 49; 20.7% identity (55.2% similar) in 58 aa overlap (2-59:379-436) 
 
                                            10        20        30  
PAT___                              ADMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :. .  . :.  .: .  ..:..    :.  
gi|219 VEVLIMDLEKATAHAQALEKRVSQLEKINLDLKSKLEEVSMLLEQTQKDLRVKIADLQKL 
      350       360       370       380       390       400         
 
              40        50        60        70        80            
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH            
         . :.:.:.   :. : . ..  .: :                                 
gi|219 QHEYEKLRDQKEALARENKKLADDLAEAKSQLNDAHRRIHEQEIEIKRLENEREELAAAY 
      410       420       430       440       450       460         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (50-72:67-89) 
 
      20        30        40        50        60        70          
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ H                                                            
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (42-62:80-104) 
 
              20        30        40        50            60        
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
        70        80 
PAT___ YDWTVESTVYVSH 
                     
gi|408 LTSFRKV       
     110             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:38 2011 done: Wed Jan 19 14:40:38 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 17  - 96 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     6     2:*= 
  32     5     8:=* 
  34    16    22:==== * 
  36    20    44:=====     * 
  38    86    73:==================*=== 
  40   112   102:=========================*== 
  42   104   125:==========================     * 
  44   184   137:==================================*=========== 
  46   153   140:==================================*==== 
  48   106   134:===========================      * 
  50   102   122:==========================    * 
  52   125   107:==========================*===== 
  54    76    92:===================   * 
  56    61    77:================   * 
  58    54    63:============== * 
  60    45    51:============* 
  62    33    41:========= * 
  64    41    33:========*== 
  66    39    26:======*=== 
  68    36    20:====*==== 
  70    16    16:===* 
  72     6    12:==* 
  74    12    10:==* 
  76     3     8:=* 
  78     5     6:=* 
  80    17     5:=*=== 
  82    11     3:*== 
  84     2     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.98080.0034; mu= 12.0601 0.178 
 mean_var=36.225910.348, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.213091 
 Kolmogorov-Smirnov  statistic: 0.0337 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 468



 

 

gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.6   0.019 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.0    0.87 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.5     1.1 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.8     4.6 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.1     5.6 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   56 21.8     7.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.1     7.8 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.6     8.2 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.4     8.4 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.5 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.6     9.9 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.6      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      11 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.9      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.8      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.9      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.9      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      13 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.2      13 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.7      16 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.5      18 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   56 22.1      18 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.0      20 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.7      20 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.8      22 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.8      22 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.4      24 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.0      25 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.6      26 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      27 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      30 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      32 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      32 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.0      33 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   51 20.4      34 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.7      34 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      35 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.0      36 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.0      36 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.0      36 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.0      36 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.7      37 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.7      37 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      43 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.7      43 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      50 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.1      50 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      50 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      58 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      58 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      58 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      58 
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gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      58 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      61 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.1      61 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      62 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.7      62 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      62 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      62 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 19.9      64 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      68 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.1      68 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.8      69 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      70 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.7      70 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.7      70 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.7      70 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   43 17.7      70 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.7      70 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.7      70 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.7      70 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.7      70 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.7      70 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.7      70 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      70 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      71 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.7      74 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      74 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      74 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      79 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      79 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      81 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.1      82 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.2      83 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      84 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.4      85 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      85 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.7      85 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.4      86 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.4      86 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.4      86 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.4      86 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.4      86 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.4      86 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.4      86 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.4      86 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.4      86 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.4      86 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.4      86 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.4      86 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.4      86 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.4      86 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.4      86 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.4      86 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.4      86 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.4      86 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.4      86 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.4      86 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.4      86 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.4      86 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.4      86 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.4      86 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.4      86 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.4      86 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.4      87 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.8      87 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      88 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.3      92 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      93 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.1      96 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.0      97 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 14.9      97 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 14.9      97 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 470



 

 

gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.2      97 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.1      99 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 14.9   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 133.5  bits: 31.6 E(): 0.019 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (7-40:178-210) 
 
                                       10        20        30       
PAT___                         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
         40        50        60        70        80                 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                 
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.6  bits: 26.0 E(): 0.87 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (23-71:113-160) 
 
                       10        20        30        40        50   
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
             60        70        80                                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHR                                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 101.9  bits: 23.5 E():  1.1 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (2-61:4-64) 
 
                 10        20         30            40        50    
PAT___   DMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGVVA 
          .::.  : .:. :...:.:  . :     :   :    .::..   : :    ...: 
gi|513 AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NLAA 
               10        20        30        40        50           
 
            60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                            
       : : :  :                                               
gi|513 GTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
         60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.2  bits: 25.4 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (23-71:113-160) 
 
                       10        20        30        40        50   
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
             60        70        80                                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHR                                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.6  bits: 22.8 E():  4.6 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (20-55:29-64) 
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                        10        20        30        40        50  
PAT___          DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHR                                
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.0  bits: 22.1 E():  5.6 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (16-65:21-62) 
 
                    10        20        30        40        50      
PAT___      DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
          60        70        80                                    
PAT___ AYAGPWKARNAYDWTVESTVYVSHR                                    
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 87.2  bits: 21.8 E():  7.1 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (2-61:11-71) 
 
                        10        20         30            40       
PAT___          DMAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
         50        60        70        80                           
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                           
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.5  bits: 21.1 E():  7.8 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (29-55:83-110) 
 
                 10        20        30         40        50        
PAT___   DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
        60        70        80                  
PAT___ AGPWKARNAYDWTVESTVYVSHR                  
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.1  bits: 22.6 E():  8.2 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (18-63:262-307) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
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        50         60        70        80                           
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHR                           
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.8  bits: 20.4 E():  8.4 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (25-42:7-24) 
 
               10        20        30        40        50        60 
PAT___ DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                               : :..:..  .  :  ::                   
gi|897                   EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQG 
                                 10        20        30        40   
 
               70        80                                        
PAT___ WKARNAYDWTVESTVYVSHR                                        
                                                                   
gi|897 YYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
             50        60        70        80        90       100  
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.3 E():  8.5 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:79-98) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 21.6 E():  9.9 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (7-44:63-98) 
 
                                       10        20        30       
PAT___                         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
         40        50        60        70        80                 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                 
        . :::::                                                     
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (5-43:6-44) 
 
                10        20        30        40        50          
PAT___  DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ PWKARNAYDWTVESTVYVSHR                                        
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 473



 

 

 initn:  42 init1:  42 opt:  57  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (24-69:97-140) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (53-69:74-90) 
 
             30        40        50        60        70        80   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR   
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.2  bits: 19.8 E():   12 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (56-69:53-66) 
 
          30        40        50        60        70        80      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR      
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (16-65:19-60) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
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             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (16-65:19-60) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (16-65:19-60) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (53-69:91-107) 
 
             30        40        50        60        70        80   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR   
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (53-69:91-107) 
 
             30        40        50        60        70        80   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR   
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.4  bits: 20.6 E():   13 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (26-60:109-143) 
 
                    10        20        30        40        50      
PAT___      DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
          60        70        80        
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PAT___ AYAGPWKARNAYDWTVESTVYVSHR        
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.3  bits: 20.2 E():   13 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (9-49:25-65) 
 
                               10        20        30        40     
PAT___                 DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                         
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.0  bits: 21.7 E():   16 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (7-44:249-284) 
 
                                       10        20        30       
PAT___                         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
         40        50        60        70        80                 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                 
        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (34-62:32-61) 
 
            10        20        30        40        50         60   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
             70        80                                   
PAT___ ARNAYDWTVESTVYVSHR                                   
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:114-139) 
 
              20        30        40        50        60        70  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              80                                                    
PAT___ ESTVYVSHR                                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 56; 25.4% identity (54.0% similar) in 63 aa overlap (23-78:406-468) 
 
                       10        20        30           40          
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
         50         60        70        80                          
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHR                          
         ::: : ..  .  .   . :: ... .:::.                            
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (7-42:79-114) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 479



 

 

                                       10        20         30      
PAT___                         DMAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
          40        50        60        70        80                
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (24-43:113-130) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 78.2  bits: 21.8 E():   22 
Smith-Waterman score: 55; 25.0% identity (54.7% similar) in 64 aa overlap (23-79:404-467) 
 
                       10        20        30           40          
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
         50         60        70        80                          
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHR                          
         ::: : ..  .  .   . :: ... .:::..                           
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 78.2  bits: 21.8 E():   22 
Smith-Waterman score: 55; 25.0% identity (54.7% similar) in 64 aa overlap (23-79:404-467) 
 
                       10        20        30           40          
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
         50         60        70        80                          
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHR                          
         ::: : ..  .  .   . :: ... .:::..                           
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 77.5  bits: 21.4 E():   24 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (34-78:217-260) 
 
            10        20        30        40        50        60    
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PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
            70        80                                            
PAT___ RNAYDWTVESTVYVSHR                                            
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (29-52:47-70) 
 
                 10        20        30        40        50         
PAT___   DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
       60        70        80                                       
PAT___ GPWKARNAYDWTVESTVYVSHR                                       
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.1  bits: 19.6 E():   26 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (35-78:16-55) 
 
           10        20        30        40        50        60     
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
           70        80                                             
PAT___ NAYDWTVESTVYVSHR                                             
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (34-62:162-190) 
 
            10        20        30        40        50        60    
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
            70        80 
PAT___ RNAYDWTVESTVYVSHR 
                         
gi|223 VQ                
                         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (21-42:71-92) 
 
                         10        20        30        40        50 
PAT___           DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
               60        70        80                               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHR                               
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gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (23-71:110-157) 
 
                       10        20        30        40        50   
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
             60        70        80                                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHR                                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (23-71:110-157) 
 
                       10        20        30        40        50   
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
             60        70        80                                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHR                                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (21-42:111-130) 
 
                         10        20        30        40        50 
PAT___           DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
               60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                      
gi|741 FSTLG                          
      140                             
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 51; 24.7% identity (48.2% similar) in 85 aa overlap (1-79:94-172) 
 
                                             10            20       
PAT___                               DMAAVCDIVNH----YIETSTVNFRTEPQT 
                                     : : . :: ::    ::: . :  ::  .  
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV-VRTSTNG 
            70        80        90       100       110        120   
 
         30        40        50          60        70        80     
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAG--IAYAGPWKARNAYDWTVESTVYVSHR     
             .: : ..   : .:.: .  ::    :     ....  ..... . . :      
gi|238 T-----NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG 
                 130       140       150       160       170        
 
gi|238 RAKWGKNFVDQRDEDCNGHGTHVAGTVGGTKYGLAKSVSLVAVKVLDCDGSGSNSGVIRG 
       180       190       200       210       220       230        
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>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 74.8  bits: 19.7 E():   34 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (5-43:6-44) 
 
                10        20        30        40        50          
PAT___  DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ PWKARNAYDWTVESTVYVSHR                                        
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (24-44:121-141) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (28-54:68-92) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (28-56:69-95) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (28-56:69-95) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
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gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (28-56:69-95) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        60        70        80                                      
PAT___ AGPWKARNAYDWTVESTVYVSHR                                      
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (23-42:108-126) 
 
                       10        20        30        40        50   
PAT___         DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
             60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (16-39:101-124) 
 
                              10        20        30        40      
PAT___                DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
          50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                           
gi|288 L                                   
                                           
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (24-69:66-109) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
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 initn:  40 init1:  40 opt:  46  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (6-60:91-153) 
 
                                        10        20         30     
PAT___                          DMAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
                 40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
           :.::     : .  ... . :.:. :  :                     
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                 
              130       140       150                        
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (25-42:721-738) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.9 E():   50 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (25-42:736-753) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.9  bits: 15.1 E():   50 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:1-14) 
 
      20        30        40        50        60        70          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
      80 
PAT___ R 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (18-65:1-40) 
 
               10        20        30        40        50        60 
PAT___ DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                        ..::   : :.:   ...::. . :    : ::     .:    
gi|224                  ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIET 
                                   10        20        30           
 
               70        80                                         
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PAT___ WKARNAYDWTVESTVYVSHR                                         
       :.  :                                                        
gi|224 WNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEP 
          40        50        60        70        80        90      
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (25-49:135-159) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (25-49:135-159) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (25-49:135-159) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (25-49:135-159) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
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Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (25-49:135-159) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (21-42:72-93) 
 
                         10        20        30        40        50 
PAT___           DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
               60        70        80                               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHR                               
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (25-60:79-115) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
            60        70        80         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR         
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 20.6 E():   62 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (20-42:153-175) 
 
                          10        20        30        40          
PAT___            DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
      50        60        70        80                              
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHR                              
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (34-50:32-48) 
 
            10        20        30        40        50        60    
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
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            70        80                                    
PAT___ RNAYDWTVESTVYVSHR                                    
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (13-52:87-126) 
 
                                 10        20        30        40   
PAT___                   DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
             50        60        70        80                       
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                       
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (13-52:87-126) 
 
                                 10        20        30        40   
PAT___                   DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
             50        60        70        80                       
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                       
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 69.9  bits: 19.9 E():   64 
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (24-57:158-190) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
       :.::                                                         
gi|258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ 
        190       200       210       220       230       240       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (49-73:242-266) 
 
       20        30        40        50        60        70         
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
       80 
PAT___ HR 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.1 E():   68 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (19-44:52-78) 
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                           10        20         30        40        
PAT___             DMAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
        50        60        70        80                            
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                            
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (24-42:135-153) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (50-70:259-276) 
 
      20        30        40        50        60        70          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
      80 
PAT___ R 
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
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                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.8% identity (72.2% similar) in 18 aa overlap (1-18:8-25) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
              :   .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (8-39:93-124) 
 
                                      10        20        30        
PAT___                        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
        40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
        :                                          
gi|261 GDYLIEQGL                                   
            130                                    
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
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        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (25-60:76-115) 
 
                     10        20        30            40        50 
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
               60        70        80                               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHR                               
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (29-49:139-159) 
 
                 10        20        30        40        50         
PAT___   DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
       60        70        80                                       
PAT___ GPWKARNAYDWTVESTVYVSHR                                       
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (44-68:13-35) 
 
            20        30        40        50        60        70    
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
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            80                                                      
PAT___ TVYVSHR                                                      
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (38-50:36-48) 
 
        10        20        30        40        50        60        
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        70        80                                
PAT___ DWTVESTVYVSHR                                
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (38-50:36-48) 
 
        10        20        30        40        50        60        
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        70        80                                
PAT___ DWTVESTVYVSHR                                
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (50-70:277-294) 
 
      20        30        40        50        60        70          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      80                  
PAT___ R                  
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (50-70:277-294) 
 
      20        30        40        50        60        70          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      80                  
PAT___ R                  
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (64-71:234-241) 
 
            40        50        60        70        80              
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR              
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (20-55:37-79) 
 
                          10        20        30                 40 
PAT___            DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
               50        60        70        80                     
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                     
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (2-44:17-66) 
 
                                     10        20        30         
PAT___                DMAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                   
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (24-42:135-153) 
 
                      10        20        30        40        50    
PAT___        DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHR                                  
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.4 E():   85 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:86-112) 
 
                  10        20        30        40        50        
PAT___    DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
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        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHR 
                               
gi|484 VLACGWVDGEVQE           
         120                   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (13-34:213-232) 
 
                                 10        20        30        40   
PAT___                   DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
             50        60        70        80                       
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR                       
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 16.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (32-41:3-12) 
 
              10        20        30        40        50        60  
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::.::.  :.                     
gi|144                             MADDMERIFKRFDTNGDGKISLSELTDALRTL 
                                           10        20        30   
 
              70        80                            
PAT___ KARNAYDWTVESTVYVSHR                            
                                                      
gi|144 GSTSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
             40        50        60        70         
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
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>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
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>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
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PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:103-124) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:104-125) 
 
                            10        20        30        40        
PAT___              DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (27-63:11-47) 
 
               10        20        30        40        50        60 
PAT___ DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                 :. .... ...:  .  . :. .: ..:   ::  
gi|144                 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGV 
                               10        20        30        40     
 
               70        80                                         
PAT___ WKARNAYDWTVESTVYVSHR                                         
        ::                                                          
gi|144 LKALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELY 
           50        60        70        80        90       100     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (33-58:137-162) 
 
             10        20        30        40        50        60   
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
             70        80                                           
PAT___ ARNAYDWTVESTVYVSHR                                           
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 24 aa overlap (54-77:12-35) 
 
            30        40        50        60        70        80    
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PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR    
                                     :.  :.:  : .  ::  .:  ..       
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.6 E():   93 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (25-42:249-266) 
 
                     10        20        30        40        50     
PAT___       DMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
           60        70        80                                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHR                                   
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (41-61:80-104) 
 
               20        30        40        50            60       
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
         70        80 
PAT___ YDWTVESTVYVSHR 
                      
gi|408 LTSFRKV        
     110              
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.6  bits: 20.0 E():   97 
Smith-Waterman score: 49; 20.7% identity (55.2% similar) in 58 aa overlap (1-58:379-436) 
 
                                             10        20        30 
PAT___                               DMAAVCDIVNHYIETSTVNFRTEPQTPQEW 
                                     :. .  . :.  .: .  ..:..    :.  
gi|219 VEVLIMDLEKATAHAQALEKRVSQLEKINLDLKSKLEEVSMLLEQTQKDLRVKIADLQKL 
      350       360       370       380       390       400         
 
               40        50        60        70        80           
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR           
         . :.:.:.   :. : . ..  .: :                                 
gi|219 QHEYEKLRDQKEALARENKKLADDLAEAKSQLNDAHRRIHEQEIEIKRLENEREELAAAY 
      410       420       430       440       450       460         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 14.9 E():   97 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (46-68:9-26) 
 
          20        30        40        50        60        70      
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
          80 
PAT___ YVSHR 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 14.9 E():   97 
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Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (61-68:19-26) 
 
               40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     ::: ..:.             
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE             
                           10        20                   
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (49-71:67-89) 
 
       20        30        40        50        60        70         
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
       80                                                           
PAT___ HR                                                           
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (46-78:85-117) 
 
          20        30        40        50        60        70      
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
          80  
PAT___ YVSHR  
         :    
gi|128 DCSRVN 
          120 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 14.9 E(): 1e 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (32-40:7-15) 
 
              10        20        30        40        50        60  
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:                      
gi|471                         KITLLEEDLERNEERLQTATERLEEAS          
                                       10        20                 
 
              70        80 
PAT___ KARNAYDWTVESTVYVSHR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:38 2011 done: Wed Jan 19 14:40:38 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 18  - 97 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     7     2:*== 
  32     5     8:==* 
  34    16    22:====== * 
  36    16    44:======        * 
  38    72    73:========================* 
  40   108   102:=================================*== 
  42   109   125:=====================================    * 
  44   180   137:=============================================*============== 
  46   160   140:==============================================*======= 
  48   124   134:==========================================  * 
  50   107   122:====================================    * 
  52   119   107:===================================*==== 
  54    83    92:============================  * 
  56    53    77:==================       * 
  58    46    63:================    * 
  60    51    51:================* 
  62    31    41:===========  * 
  64    40    33:==========*=== 
  66    25    26:========* 
  68    47    20:======*========= 
  70    21    16:=====*= 
  72     5    12:== * 
  74    12    10:===* 
  76     4     8:==* 
  78     5     6:=* 
  80    17     5:=*==== 
  82     7     3:*== 
  84     5     3:*= 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.15210.00337; mu= 10.9811 0.176 
 mean_var=35.866010.328, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.214157 
 Kolmogorov-Smirnov  statistic: 0.0344 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.6   0.018 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1    0.84 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   62 23.7    0.98 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.5     1.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.3 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.2     5.3 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   56 21.9     6.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.2     7.3 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.8 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.9 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.2 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.7      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      11 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.9      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      12 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.3      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.7      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      17 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   56 22.1      18 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.1      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.7      19 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.8      22 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.8      22 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      24 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.5      24 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      24 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      26 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      29 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      31 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      31 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      31 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.8      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      33 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      34 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   52 20.8      34 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      34 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      35 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      35 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.8      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      42 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.3      43 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      49 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      50 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      56 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      56 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      56 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      56 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      56 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.1      58 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      58 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      59 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      60 
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gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      60 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      62 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      65 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      65 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.8      65 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.8      66 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.8      66 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.8      66 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.8      66 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.8      66 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.8      66 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.8      66 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.8      66 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      66 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      69 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.8      70 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      76 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      76 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      78 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      78 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.8      78 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.5      79 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.5      81 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.5      81 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.5      81 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.5      81 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.5      81 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.5      81 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.5      81 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.5      81 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.5      81 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.5      81 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.5      81 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.5      81 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.5      81 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.5      81 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.5      81 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.5      81 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.5      81 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.5      81 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.5      81 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.5      81 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      81 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.5      81 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.5      81 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.5      81 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.5      81 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.5      81 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 19.3      81 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.5      82 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      82 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      83 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      83 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.1      86 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.1      86 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      87 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.1      89 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.2      90 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.3      91 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.2      92 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      92 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.2      93 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.2      99 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   41 17.2   1e 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   41 17.2   1e 
gi|60418858|gb|AAX19856.1| profilin 1 [Malus x dom ( 131)   41 17.2   1e 
gi|4761580|gb|AAD29410.1| profilin [Pyrus communis ( 131)   41 17.2   1e 
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gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.2   1e 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   41 17.2   1e 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   41 17.2   1e 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2   1e 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.2   1e 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   41 17.2   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 133.9  bits: 31.6 E(): 0.018 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (6-39:178-210) 
 
                                        10        20        30      
PAT___                          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
          40        50        60        70        80                
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.9  bits: 26.1 E(): 0.84 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (22-70:113-160) 
 
                        10        20        30        40        50  
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
              60        70        80                                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRH                                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 102.6  bits: 23.7 E(): 0.98 
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (1-60:4-64) 
 
                  10        20         30            40        50   
PAT___    MAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGVVA 
          .::.  : .:. :...:.:  . :     :   :    .::..   : :    ...: 
gi|513 AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NLAA 
               10        20        30        40        50           
 
             60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                           
       : : :  :                                               
gi|513 GTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
         60        70        80        90       100       110 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.5  bits: 25.5 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (22-70:113-160) 
 
                        10        20        30        40        50  
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
              60        70        80                                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRH                                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
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>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.0  bits: 22.9 E():  4.3 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (19-54:29-64) 
 
                         10        20        30        40        50 
PAT___           MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRH                               
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.5  bits: 22.2 E():  5.3 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (15-64:21-62) 
 
                     10        20        30        40        50     
PAT___       MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
           60        70        80                                   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRH                                   
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 87.6  bits: 21.9 E():  6.7 
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (1-60:11-71) 
 
                         10        20         30            40      
PAT___           MAAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA 
                 .::.  :  :. :...:.:  . :     :   :    .::..   : :  
gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV- 
               10        20        30        40        50           
 
          50        60        70        80                          
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                          
          ...:: : :  :                                              
gi|908 ---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQD 
         60        70        80        90       100       110       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.0  bits: 21.2 E():  7.3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (28-54:83-110) 
 
                  10        20        30         40        50       
PAT___    MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
         60        70        80                 
PAT___ AGPWKARNAYDWTVESTVYVSHRH                 
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 86.6  bits: 22.0 E():  7.6 
Smith-Waterman score: 56; 20.7% identity (50.6% similar) in 87 aa overlap (6-80:63-147) 
 
                                        10        20        30      
PAT___                          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
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gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
          40        50          60                  70        80    
PAT___ LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRH    
        . :::::..  .  .   . :: .   ...:          : :.. : .  .: :    
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
gi|668 RSMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGW 
              160       170       180       190       200       210 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.5  bits: 20.6 E():  7.8 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (24-41:7-24) 
 
               10        20        30        40        50        60 
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                              : :..:..  .  :  ::                    
gi|897                  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGY 
                                10        20        30        40    
 
               70        80                                       
PAT___ KARNAYDWTVESTVYVSHRH                                       
                                                                  
gi|897 YPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
            50        60        70        80        90       100  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.3  bits: 22.7 E():  7.9 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (17-62:262-307) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
         50         60        70        80                          
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRH                          
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.3 E():  8.2 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:79-98) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 84.2  bits: 21.7 E():   10 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (4-42:6-44) 
 
                 10        20        30        40        50         
PAT___   MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
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PAT___ PWKARNAYDWTVESTVYVSHRH                                       
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (52-68:74-90) 
 
              30        40        50        60        70        80  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH  
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 19.9 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (55-68:53-66) 
 
           30        40        50        60        70        80     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH     
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (23-68:97-140) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (15-64:19-60) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
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               10        20           30        40        50        
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (15-64:19-60) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (52-68:91-107) 
 
              30        40        50        60        70        80  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH  
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (52-68:91-107) 
 
              30        40        50        60        70        80  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH  
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (15-64:19-60) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (25-59:109-143) 
 
                     10        20        30        40        50     
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PAT___       MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
           60        70        80       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRH       
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (8-48:25-65) 
 
                                10        20        30        40    
PAT___                  MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                        
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.7 E():   15 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (6-43:249-284) 
 
                                        10        20        30      
PAT___                          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
          40        50        60        70        80                
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                
        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.7  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (33-61:32-61) 
 
             10        20        30        40        50         60  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
              70        80                                  
PAT___ ARNAYDWTVESTVYVSHRH                                  
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
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               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:114-139) 
 
               20        30        40        50        60        70 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               80                                                   
PAT___ ESTVYVSHRH                                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.9  bits: 22.1 E():   18 
Smith-Waterman score: 56; 25.4% identity (54.0% similar) in 63 aa overlap (22-77:406-468) 
 
                        10        20          30         40         
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
          50         60        70        80                         
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRH                         
         ::: : ..  .  .   . :: ... .:::.                            
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
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         500       510       520       530       540       550      
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.1 E():   19 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (6-41:79-114) 
 
                                        10        20         30     
PAT___                          MAAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
           40        50        60        70        80               
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH               
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (23-42:113-130) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 78.2  bits: 21.8 E():   22 
Smith-Waterman score: 55; 25.0% identity (54.7% similar) in 64 aa overlap (22-78:404-467) 
 
                        10        20          30         40         
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
          50         60        70        80                         
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRH                         
         ::: : ..  .  .   . :: ... .:::..                           
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 78.2  bits: 21.8 E():   22 
Smith-Waterman score: 55; 25.0% identity (54.7% similar) in 64 aa overlap (22-78:404-467) 
 
                        10        20          30         40         
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
          50         60        70        80                         
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRH                         
         ::: : ..  .  .   . :: ... .:::..                           
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
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>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.1 E():   24 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (28-51:47-70) 
 
                  10        20        30        40        50        
PAT___    MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
        60        70        80                                      
PAT___ GPWKARNAYDWTVESTVYVSHRH                                      
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 77.7  bits: 21.5 E():   24 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (33-77:217-260) 
 
             10        20        30        40        50        60   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
             70        80                                           
PAT___ RNAYDWTVESTVYVSHRH                                           
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (34-77:16-55) 
 
            10        20        30        40        50        60    
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
            70        80                                            
PAT___ NAYDWTVESTVYVSHRH                                            
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.7 E():   26 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (33-61:162-190) 
 
             10        20        30        40        50        60   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
             70        80 
PAT___ RNAYDWTVESTVYVSHRH 
                          
gi|223 VQ                 
                          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (20-41:71-92) 
 
                          10        20        30        40          
PAT___            MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
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                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
      50        60        70        80                              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRH                              
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (20-41:111-130) 
 
                          10        20        30        40          
PAT___            MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
      50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                       
gi|741 FSTLG                           
      140                              
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (22-70:110-157) 
 
                        10        20        30        40        50  
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              60        70        80                                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRH                                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (22-70:110-157) 
 
                        10        20        30        40        50  
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              60        70        80                                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRH                                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (4-42:6-44) 
 
                 10        20        30        40        50         
PAT___   MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ PWKARNAYDWTVESTVYVSHRH                                       
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gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (23-43:121-141) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (27-53:68-92) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.1% identity (54.2% similar) in 59 aa overlap (23-80:158-212) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
             60        70         80                                
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRH                                
       :.::   :.  .. .  :  ... ::  :                                
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (27-55:69-95) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (27-55:69-95) 
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                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (27-55:69-95) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         60        70        80                                     
PAT___ AGPWKARNAYDWTVESTVYVSHRH                                     
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (22-41:108-126) 
 
                        10        20        30        40        50  
PAT___          MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
              60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (15-38:101-124) 
 
                               10        20        30        40     
PAT___                 MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
           50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                            
gi|288 L                                    
                                            
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (5-59:91-153) 
 
                                         10        20         30    
PAT___                           MAAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
                  40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
           :.::     : .  ... . :.:. :  :                      
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                  
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              130       140       150                         
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (23-68:66-109) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.0  bits: 15.3 E():   43 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:1-14) 
 
       20        30        40        50        60        70         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
       80 
PAT___ RH 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (24-41:721-738) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.9  bits: 20.2 E():   49 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (17-64:1-40) 
 
               10        20        30        40        50        60 
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                       ..::   : :.:   ...::. . :    : ::     .:   : 
gi|224                 ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETW 
                                  10        20        30            
 
               70        80                                         
PAT___ KARNAYDWTVESTVYVSHRH                                         
       .  :                                                         
gi|224 NPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPA 
         40        50        60        70        80        90       
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.9 E():   50 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (24-41:736-753) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
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         710       720       730       740       750       760      
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (24-48:135-159) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (24-48:135-159) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (24-48:135-159) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (24-48:135-159) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (24-48:135-159) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (24-59:79-115) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
             60        70        80        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH        
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (33-49:32-48) 
 
             10        20        30        40        50        60   
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
             70        80                                   
PAT___ RNAYDWTVESTVYVSHRH                                   
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (20-41:72-93) 
 
                          10        20        30        40          
PAT___            MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
      50        60        70        80                              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRH                              
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (12-51:87-126) 
 
                                  10        20        30        40  
PAT___                    MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
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                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
              50        60        70        80                      
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                      
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (12-51:87-126) 
 
                                  10        20        30        40  
PAT___                    MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
              50        60        70        80                      
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                      
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 20.6 E():   62 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (19-41:153-175) 
 
                           10        20        30        40         
PAT___             MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
       50        60        70        80                             
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                             
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (18-43:52-78) 
 
                            10        20         30        40       
PAT___              MAAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
         50        60        70        80                           
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                           
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (48-72:242-266) 
 
        20        30        40        50        60        70        
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
        80 
PAT___ HRH 
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>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (7-38:93-124) 
 
                                       10        20        30       
PAT___                         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
         40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
        :                                           
gi|261 GDYLIEQGL                                    
            130                                     
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (17-38:103-124) 
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                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (23-41:135-153) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (49-69:259-276) 
 
       20        30        40        50        60        70         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
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                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
       80 
PAT___ RH 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (24-59:76-115) 
 
                      10        20        30            40          
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
      50        60        70        80                              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRH                              
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (28-48:139-159) 
 
                  10        20        30        40        50        
PAT___    MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
        60        70        80                                      
PAT___ GPWKARNAYDWTVESTVYVSHRH                                      
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (37-49:36-48) 
 
         10        20        30        40        50        60       
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         70        80                               
PAT___ DWTVESTVYVSHRH                               
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (37-49:36-48) 
 
         10        20        30        40        50        60       
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         70        80                               
PAT___ DWTVESTVYVSHRH                               
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
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>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (43-67:13-35) 
 
             20        30        40        50        60        70   
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
             80                                                     
PAT___ TVYVSHRH                                                     
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (49-69:277-294) 
 
       20        30        40        50        60        70         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       80                 
PAT___ RH                 
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (49-69:277-294) 
 
       20        30        40        50        60        70         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       80                 
PAT___ RH                 
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (63-70:234-241) 
 
             40        50        60        70        80             
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH             
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (19-54:37-79) 
 
                           10        20        30                   
PAT___             MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
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      40        50        60        70        80                    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                    
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (31-40:3-12) 
 
               10        20        30        40        50        60 
PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::.::.  :.                     
gi|144                             MADDMERIFKRFDTNGDGKISLSELTDALRTL 
                                           10        20        30   
 
               70        80                           
PAT___ KARNAYDWTVESTVYVSHRH                           
                                                      
gi|144 GSTSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
             40        50        60        70         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:86-112) 
 
                   10        20        30        40        50       
PAT___     MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
         60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRH 
                                
gi|484 VLACGWVDGEVQE            
         120                    
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
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>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
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>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
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PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 50 aa overlap (1-43:17-66) 
 
                                      10        20        30        
PAT___                 MAAVC-------DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                       .:.::       :  : .   :. .:.:  .. .  :  :.:.. 
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                  
        : : :                                                       
gi|256 KRSPQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP 
               70        80        90       100       110       120 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:104-125) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (23-41:135-153) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRH                                 
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (26-62:11-47) 
 
               10        20        30        40        50        60 
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PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                :. .... ...:  .  . :. .: ..:   ::   
gi|144                MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVL 
                              10        20        30        40      
 
               70        80                                         
PAT___ KARNAYDWTVESTVYVSHRH                                         
       ::                                                           
gi|144 KALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYD 
          50        60        70        80        90       100      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (12-33:213-232) 
 
                                  10        20        30        40  
PAT___                    MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
              50        60        70        80                      
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH                      
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (45-67:9-26) 
 
           20        30        40        50        60        70     
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
           80 
PAT___ YVSHRH 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (60-67:19-26) 
 
      30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                     ::: ..:.              
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE              
                           10        20                    
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (32-57:137-162) 
 
              10        20        30        40        50        60  
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
              70        80                                          
PAT___ ARNAYDWTVESTVYVSHRH                                          
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.3  bits: 15.1 E():   89 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (31-39:7-15) 
 
               10        20        30        40        50        60 
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PAT___ MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:                      
gi|471                         KITLLEEDLERNEERLQTATERLEEAS          
                                       10        20                 
 
               70        80 
PAT___ KARNAYDWTVESTVYVSHRH 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (40-60:80-104) 
 
      10        20        30        40        50            60      
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
          70        80 
PAT___ YDWTVESTVYVSHRH 
                       
gi|408 LTSFRKV         
     110               
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 24 aa overlap (53-76:12-35) 
 
             30        40        50        60        70        80   
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH   
                                     :.  :.:  : .  ::  .:  ..       
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.2 E():   92 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (45-77:85-117) 
 
           20        30        40        50        60        70     
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
           80 
PAT___ YVSHRH 
         :    
gi|128 DCSRVN 
          120 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.6 E():   92 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (24-41:249-266) 
 
                      10        20        30        40        50    
PAT___        MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
            60        70        80                                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRH                                  
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.2 E():   93 
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Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (48-70:67-89) 
 
        20        30        40        50        60        70        
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ HRH                                                          
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (30-76:82-128) 
 
                10        20        30        40        50          
PAT___  MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
      60        70        80                                        
PAT___ WKARNAYDWTVESTVYVSHRH                                        
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|60418858|gb|AAX19856.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|4761580|gb|AAD29410.1| profilin [Pyrus communis]     (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|476 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (17-38:103-124) 
 
                             10        20        30        40       
PAT___               MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
         50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (4-17:12-25) 
 
                       10        20        30        40        50   
PAT___         MAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:38 2011 done: Wed Jan 19 14:40:38 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 19  - 98 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     7     2:*== 
  32     5     8:==* 
  34    13    22:=====  * 
  36    18    44:======        * 
  38    76    73:========================*= 
  40   108   102:=================================*== 
  42   112   125:======================================   * 
  44   173   137:=============================================*============ 
  46   162   140:==============================================*======= 
  48   124   134:==========================================  * 
  50   107   122:====================================    * 
  52   120   107:===================================*==== 
  54    82    92:============================  * 
  56    53    77:==================       * 
  58    46    63:================    * 
  60    50    51:================* 
  62    32    41:===========  * 
  64    39    33:==========*== 
  66    27    26:========* 
  68    45    20:======*======== 
  70    20    16:=====*= 
  72     6    12:== * 
  74    12    10:===* 
  76     3     8:= * 
  78     5     6:=* 
  80    15     5:=*=== 
  82     9     3:*== 
  84     7     3:*== 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.11330.00336; mu= 11.2028 0.176 
 mean_var=35.689110.201, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.214687 
 Kolmogorov-Smirnov  statistic: 0.0337 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.7   0.017 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1    0.82 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.5     1.3 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   59 22.8     1.9 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.3 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.2     5.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3     7.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.8 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.1 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.1     9.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.7      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      11 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.9      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.8      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.8      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.3      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.7      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      17 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.1      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.7      19 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      23 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   50 20.1      24 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.5      24 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      24 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      26 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      29 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      30 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      31 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      31 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.8      33 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   52 20.8      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      33 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      33 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      34 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      35 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      35 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 538



 

 

gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.8      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      41 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.3      44 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      48 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      49 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      55 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      55 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      55 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      55 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      55 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.2      57 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      58 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      58 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      60 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      60 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      61 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      65 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      65 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.8      65 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.8      66 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.8      66 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.8      66 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.8      66 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.8      66 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.8      66 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.8      66 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.8      66 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      66 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      68 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.8      70 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      76 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      76 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      78 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      78 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.8      79 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.5      79 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      81 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.5      81 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.5      81 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.5      81 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.5      81 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.5      81 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.5      81 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.5      81 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.5      81 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.5      81 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.5      81 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.5      81 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.5      81 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.5      81 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.5      81 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.5      81 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.5      81 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.5      81 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.5      81 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.5      81 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      81 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.5      81 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.5      81 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.5      81 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.5      81 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.5      81 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.5      81 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.5      82 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      82 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      83 
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gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      86 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.1      87 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.1      87 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.2      90 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.3      90 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.1      90 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      91 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.2      93 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.2      93 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      98 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      99 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   41 17.2   1e 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   41 17.2   1e 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   41 17.2   1e 
gi|4761580|gb|AAD29410.1| profilin [Pyrus communis ( 131)   41 17.2   1e 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2   1e 
gi|60418858|gb|AAX19856.1| profilin 1 [Malus x dom ( 131)   41 17.2   1e 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   41 17.2   1e 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.2   1e 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   41 17.2   1e 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.2   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 134.1  bits: 31.7 E(): 0.017 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (5-38:178-210) 
 
                                         10        20        30     
PAT___                           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
           40        50        60        70        80               
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ               
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 104.0  bits: 26.1 E(): 0.82 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (21-69:113-160) 
 
                         10        20        30        40        50 
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
               60        70        80                               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQ                               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.7  bits: 25.5 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (21-69:113-160) 
 
                         10        20        30        40        50 
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
               60        70        80                               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQ                               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
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 initn:  40 init1:  40 opt:  59  Z-score: 97.6  bits: 22.8 E():  1.9 
Smith-Waterman score: 59; 29.7% identity (51.6% similar) in 64 aa overlap (1-59:5-64) 
 
                   10        20         30            40        50  
PAT___     AAVCDIVNHYIETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVAEVEGVVA 
           ::.  : .:. :...:.:  . :     :   :    .::..   : :    ...: 
gi|513 AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTV----NLAA 
               10        20        30        40        50           
 
              60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                          
       : : :  :                                               
gi|513 GTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
         60        70        80        90       100       110 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.1  bits: 22.9 E():  4.3 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (18-53:29-64) 
 
                          10        20        30        40          
PAT___            AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                              
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.6  bits: 22.2 E():  5.2 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (14-63:21-62) 
 
                      10        20        30        40        50    
PAT___        AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
            60        70        80                                  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQ                                  
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.0  bits: 21.3 E():  7.2 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (27-53:83-110) 
 
                   10        20        30         40        50      
PAT___     AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
          60        70        80                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.6 
Smith-Waterman score: 56; 20.7% identity (50.6% similar) in 87 aa overlap (5-79:63-147) 
 
                                         10        20        30     
PAT___                           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
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             40        50        60          70        80        90 
 
           40        50          60                  70        80   
PAT___ LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQ   
        . :::::..  .  .   . :: .   ...:          : :.. : .  .: :    
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
gi|668 RSMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGW 
              160       170       180       190       200       210 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.5  bits: 20.6 E():  7.7 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (23-40:7-24) 
 
               10        20        30        40        50        60 
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                             : :..:..  .  :  ::                     
gi|897                 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYY 
                               10        20        30        40     
 
               70        80                                      
PAT___ ARNAYDWTVESTVYVSHRHQ                                      
                                                                 
gi|897 PTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
           50        60        70        80        90       100  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.4  bits: 22.7 E():  7.8 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (16-61:262-307) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
          50         60        70        80                         
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQ                         
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:79-98) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 85.0  bits: 23.1 E():  9.4 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (21-80:406-472) 
 
                         10        20          30         40        
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
            50        60        70        80                        
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                        
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         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (3-41:6-44) 
 
                  10        20        30        40        50        
PAT___    AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ PWKARNAYDWTVESTVYVSHRHQ                                      
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (51-67:74-90) 
 
               30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 19.9 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (54-67:53-66) 
 
            30        40        50        60        70        80    
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ    
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (22-67:97-140) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (14-63:19-60) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (14-63:19-60) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (21-80:404-470) 
 
                         10        20          30         40        
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
            50        60        70        80                        
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                        
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (21-80:404-470) 
 
                         10        20          30         40        
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
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            50        60        70        80                        
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                        
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (14-63:19-60) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (51-67:91-107) 
 
               30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (51-67:91-107) 
 
               30        40        50        60        70        80 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (24-58:109-143) 
 
                      10        20        30        40        50    
PAT___        AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
            60        70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQ      
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (7-47:25-65) 
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                                 10        20        30        40   
PAT___                   AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                       
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.3  bits: 21.7 E():   15 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (5-42:249-284) 
 
                                         10        20        30     
PAT___                           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
           40        50        60        70        80               
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ               
        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.7  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (32-60:32-61) 
 
              10        20        30        40         50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
               70        80                                 
PAT___ ARNAYDWTVESTVYVSHRHQ                                 
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
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PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:114-139) 
 
      10        20        30        40        50        60          
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      70        80                                                  
PAT___ ESTVYVSHRHQ                                                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.1 E():   19 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (5-40:79-114) 
 
                                         10         20        30    
PAT___                           AAVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
            40        50        60        70        80              
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ              
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (22-41:113-130) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
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>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.1 E():   23 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (27-50:47-70) 
 
                   10        20        30        40        50       
PAT___     AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
         60        70        80                                     
PAT___ GPWKARNAYDWTVESTVYVSHRHQ                                     
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.1 E():   24 
Smith-Waterman score: 50; 53.8% identity (76.9% similar) in 13 aa overlap (68-80:32-44) 
 
        40        50        60        70        80                  
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                  
                                     .:  :.:. ::::                  
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 77.8  bits: 21.5 E():   24 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (32-76:217-260) 
 
              10        20        30        40        50        60  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
              70        80                                          
PAT___ RNAYDWTVESTVYVSHRHQ                                          
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (33-76:16-55) 
 
             10        20        30        40        50        60   
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
             70        80                                           
PAT___ NAYDWTVESTVYVSHRHQ                                           
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.7 E():   26 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (32-60:162-190) 
 
              10        20        30        40        50        60  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
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              70        80 
PAT___ RNAYDWTVESTVYVSHRHQ 
                           
gi|223 VQ                  
                           
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (19-40:71-92) 
 
                           10        20        30        40         
PAT___             AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
       50        60        70        80                             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                             
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (19-40:111-130) 
 
                           10        20        30        40         
PAT___             AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
       50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                        
gi|741 FSTLG                            
      140                               
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.7  bits: 20.8 E():   31 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (21-69:110-157) 
 
                         10        20        30        40        50 
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               60        70        80                               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQ                               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.7  bits: 20.8 E():   31 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (21-69:110-157) 
 
                         10        20        30        40        50 
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               60        70        80                               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQ                               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
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 initn:  48 init1:  48 opt:  49  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (3-41:6-44) 
 
                  10        20        30        40        50        
PAT___    AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ PWKARNAYDWTVESTVYVSHRHQ                                      
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.1% identity (54.2% similar) in 59 aa overlap (22-79:158-212) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
              60        70         80                               
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQ                               
       :.::   :.  .. .  :  ... ::  :                                
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (22-42:121-141) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (26-52:68-92) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (26-54:69-95) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
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       40        50        60        70        80          90       
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (26-54:69-95) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (26-54:69-95) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          60        70        80                                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ                                    
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (21-40:108-126) 
 
                         10        20        30        40        50 
PAT___           AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
               60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (14-37:101-124) 
 
                                10        20        30        40    
PAT___                  AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
            50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                             
gi|288 L                                     
                                             
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
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Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (4-58:91-153) 
 
                                          10        20              
PAT___                            AAVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
         30        40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
           :.::     : .  ... . :.:. :  :                       
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                   
              130       140       150                          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (22-67:66-109) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 15.3 E():   44 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:1-14) 
 
        20        30        40        50        60        70        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
        80 
PAT___ RHQ 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.9 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (23-40:721-738) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (16-63:1-40) 
 
               10        20        30        40        50        60 
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                      ..::   : :.:   ...::. . :    : ::     .:   :. 
gi|224                ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWN 
                                 10        20        30             
 
               70        80                                         
PAT___ ARNAYDWTVESTVYVSHRHQ                                         
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         :                                                          
gi|224 PNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQ 
        40        50        60        70        80        90        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (23-40:736-753) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (23-47:135-159) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (23-47:135-159) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (23-47:135-159) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (23-47:135-159) 
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                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (23-47:135-159) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (23-58:79-115) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
              60        70        80       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ       
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (32-48:32-48) 
 
              10        20        30        40        50        60  
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
              70        80                                  
PAT___ RNAYDWTVESTVYVSHRHQ                                  
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (19-40:72-93) 
 
                           10        20        30        40         
PAT___             AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
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       50        60        70        80                             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                             
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (11-50:87-126) 
 
                                   10        20        30        40 
PAT___                     AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
               50        60        70        80                     
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                     
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (11-50:87-126) 
 
                                   10        20        30        40 
PAT___                     AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
               50        60        70        80                     
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                     
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.3  bits: 20.6 E():   61 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (18-40:153-175) 
 
                            10        20        30        40        
PAT___              AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
        50        60        70        80                            
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                            
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (17-42:52-78) 
 
                             10        20         30        40      
PAT___               AAVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
          50        60        70        80                          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                          
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
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 initn:  43 init1:  43 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (47-71:242-266) 
 
         20        30        40        50        60        70       
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
         80 
PAT___ HRHQ 
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (6-37:93-124) 
 
                                        10        20        30      
PAT___                          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
          40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
        :                                            
gi|261 GDYLIEQGL                                     
            130                                      
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
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                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (22-40:135-153) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
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              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (48-68:259-276) 
 
        20        30        40        50        60        70        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
        80 
PAT___ RHQ 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (23-58:76-115) 
 
                       10        20        30            40         
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
       50        60        70        80                             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                             
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (27-47:139-159) 
 
                   10        20        30        40        50       
PAT___     AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
         60        70        80                                     
PAT___ GPWKARNAYDWTVESTVYVSHRHQ                                     
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (36-48:36-48) 
 
          10        20        30        40        50        60      
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          70        80                              
PAT___ DWTVESTVYVSHRHQ                              
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (36-48:36-48) 
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          10        20        30        40        50        60      
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          70        80                              
PAT___ DWTVESTVYVSHRHQ                              
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (42-66:13-35) 
 
              20        30        40        50        60        70  
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
              80                                                    
PAT___ TVYVSHRHQ                                                    
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (48-68:277-294) 
 
        20        30        40        50        60        70        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        80                
PAT___ RHQ                
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (48-68:277-294) 
 
        20        30        40        50        60        70        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        80                
PAT___ RHQ                
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (62-69:234-241) 
 
              40        50        60        70        80            
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ            
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
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           270       280       290       300       310       320    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (18-53:37-79) 
 
                            10        20        30                  
PAT___              AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
       40        50        60        70        80                   
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                   
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (30-39:3-12) 
 
               10        20        30        40        50        60 
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                    ::.::.  :.                      
gi|144                            MADDMERIFKRFDTNGDGKISLSELTDALRTLG 
                                          10        20        30    
 
               70        80                          
PAT___ ARNAYDWTVESTVYVSHRHQ                          
                                                     
gi|144 STSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
            40        50        60        70         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:86-112) 
 
                    10        20        30        40        50      
PAT___      AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
          60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQ 
                                 
gi|484 VLACGWVDGEVQE             
         120                     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (22-40:135-153) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
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PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
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                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
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          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
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                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:104-125) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.9  bits: 19.3 E():   82 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (11-32:213-232) 
 
                                   10        20        30        40 
PAT___                     AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
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               50        60        70        80                     
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ                     
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (25-61:11-47) 
 
               10        20        30        40        50        60 
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                               :. .... ...:  .  . :. .: ..:   ::  : 
gi|144               MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLK 
                             10        20        30        40       
 
               70        80                                         
PAT___ ARNAYDWTVESTVYVSHRHQ                                         
       :                                                            
gi|144 ALGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQ 
         50        60        70        80        90       100       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (31-56:137-162) 
 
               10        20        30        40        50        60 
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
               70        80                                         
PAT___ ARNAYDWTVESTVYVSHRHQ                                         
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (44-66:9-26) 
 
            20        30        40        50        60        70    
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
            80 
PAT___ YVSHRHQ 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (59-66:19-26) 
 
       30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::: ..:.               
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE               
                           10        20                     
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (39-59:80-104) 
 
       10        20        30        40        50            60     
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
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           70        80 
PAT___ YDWTVESTVYVSHRHQ 
                        
gi|408 LTSFRKV          
     110                
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 24 aa overlap (52-75:12-35) 
 
              30        40        50        60        70        80  
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ  
                                     :.  :.:  : .  ::  .:  ..       
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.1  bits: 15.1 E():   90 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (30-38:7-15) 
 
               10        20        30        40        50        60 
PAT___ AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                    .:::: ..:                       
gi|471                        KITLLEEDLERNEERLQTATERLEEAS           
                                      10        20                  
 
               70        80 
PAT___ ARNAYDWTVESTVYVSHRHQ 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.0  bits: 19.6 E():   91 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (23-40:249-266) 
 
                       10        20        30        40        50   
PAT___         AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
             60        70        80                                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQ                                 
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (44-76:85-117) 
 
            20        30        40        50        60        70    
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
            80 
PAT___ YVSHRHQ 
         :     
gi|128 DCSRVN  
          120  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.2 E():   93 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (47-69:67-89) 
 
         20        30        40        50        60        70       
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
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                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ HRHQ                                                         
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (29-75:82-128) 
 
                 10        20        30        40        50         
PAT___   AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
       60        70        80                                       
PAT___ WKARNAYDWTVESTVYVSHRHQ                                       
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (22-40:148-166) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
              60        70        80                                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQ                                
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
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>>gi|4761580|gb|AAD29410.1| profilin [Pyrus communis]     (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|476 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|60418858|gb|AAX19856.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (16-37:103-124) 
 
                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (3-16:12-25) 
 
                        10        20        30        40        50  
PAT___          AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (16-37:103-124) 
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                              10        20        30        40      
PAT___                AAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:38 2011 done: Wed Jan 19 14:40:38 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 20  - 99 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     5     2:*= 
  32     6     8:==* 
  34    12    22:====   * 
  36    19    44:=======       * 
  38    84    73:========================*=== 
  40   106   102:=================================*== 
  42   112   125:======================================   * 
  44   177   137:=============================================*============= 
  46   157   140:==============================================*====== 
  48   128   134:=========================================== * 
  50   101   122:==================================      * 
  52   116   107:===================================*=== 
  54    84    92:============================  * 
  56    52    77:==================       * 
  58    45    63:===============     * 
  60    52    51:================*= 
  62    32    41:===========  * 
  64    38    33:==========*== 
  66    28    26:========*= 
  68    43    20:======*======== 
  70    21    16:=====*= 
  72     7    12:===* 
  74     8    10:===* 
  76     7     8:==* 
  78     5     6:=* 
  80    15     5:=*=== 
  82     4     3:*= 
  84    12     3:*=== 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
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 100     0     0:          * 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.02150.00336; mu= 11.7227 0.176 
 mean_var=35.1147 9.899, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.216436 
 Kolmogorov-Smirnov  statistic: 0.0330 (N=28) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.8   0.016 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.2    0.77 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.6     1.2 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 23.0     4.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3     5.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3       7 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.3 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.5 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.6 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.4     7.8 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.1     8.9 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.7      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.5      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.5      11 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.8      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.8      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.5      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.3      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.8      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      16 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.1      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.5      23 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      23 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   50 20.1      23 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      24 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      25 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   53 21.2      26 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
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gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.9      30 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.9      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      30 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.8      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      32 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      33 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      33 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      35 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      35 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      40 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.8      40 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.2      45 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.0      46 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.0      47 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.3      47 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      54 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      54 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      54 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      54 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      54 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.2      57 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      57 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      58 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      58 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      58 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.7      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      64 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      64 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      65 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.8      65 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      65 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.8      65 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.8      65 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.8      65 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.8      65 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.8      65 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.8      65 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.8      65 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.8      65 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      67 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.8      69 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   48 19.6      71 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      74 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      74 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      76 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      77 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 19.0      79 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.5      79 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.8      79 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      80 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.5      81 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.5      81 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.5      81 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.5      81 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.5      81 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.5      81 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.5      81 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.5      81 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.5      81 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.5      81 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.5      81 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.5      81 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.5      81 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.5      81 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.5      81 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.5      81 
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gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.5      81 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      81 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.5      81 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.5      81 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.5      81 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.5      81 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.5      81 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.5      81 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.5      81 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.5      81 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.5      81 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      82 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      84 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.7      86 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.7      88 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.0      90 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.0      90 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.2      90 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      92 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.2      93 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.0      93 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      97 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      97 
gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full= ( 131)   41 17.2   1e 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   41 17.2   1e 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   41 17.2   1e 
gi|4761580|gb|AAD29410.1| profilin [Pyrus communis ( 131)   41 17.2   1e 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2   1e 
gi|60418858|gb|AAX19856.1| profilin 1 [Malus x dom ( 131)   41 17.2   1e 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   41 17.2   1e 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.2   1e 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   41 17.2   1e 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.2   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 134.9  bits: 31.8 E(): 0.016 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (4-37:178-210) 
 
                                          10        20        30    
PAT___                            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
            40        50        60        70        80              
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR              
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 104.6  bits: 26.2 E(): 0.77 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (20-68:113-160) 
 
                          10        20        30        40          
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
      50        60        70        80                              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQR                              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 101.2  bits: 25.6 E():  1.2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (20-68:113-160) 
 
                          10        20        30        40          
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PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
      50        60        70        80                              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQR                              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.4  bits: 23.0 E():  4.1 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (17-52:29-64) 
 
                           10        20        30        40         
PAT___             AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                             
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.8  bits: 22.3 E():  5.1 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (13-62:21-62) 
 
                       10        20        30        40        50   
PAT___         AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
             60        70        80                                 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQR                                 
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.3  bits: 21.3 E():    7 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (26-52:83-110) 
 
                    10        20        30         40        50     
PAT___      AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
           60        70        80               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR               
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 87.0  bits: 22.0 E():  7.3 
Smith-Waterman score: 56; 20.7% identity (50.6% similar) in 87 aa overlap (4-78:63-147) 
 
                                          10        20        30    
PAT___                            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
            40        50          60                  70        80  
PAT___ LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQR  
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        . :::::..  .  .   . :: .   ...:          : :.. : .  .: :    
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
gi|668 RSMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGW 
              160       170       180       190       200       210 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.8  bits: 22.7 E():  7.5 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (15-60:262-307) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
           50         60        70        80                        
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQR                        
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.6  bits: 20.6 E():  7.6 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (22-39:7-24) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                            : :..:..  .  :  ::                      
gi|897                EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYP 
                              10        20        30        40      
 
               70        80                                     
PAT___ RNAYDWTVESTVYVSHRHQR                                     
                                                                
gi|897 TSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          50        60        70        80        90       100  
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 22.4 E():  7.8 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:79-98) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 85.4  bits: 23.1 E():  8.9 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (20-79:406-472) 
 
                          10        20          30         40       
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
             50        60        70        80                       
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                       
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
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gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (2-40:6-44) 
 
                   10        20        30        40        50       
PAT___     AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ PWKARNAYDWTVESTVYVSHRHQR                                     
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.0 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (50-66:74-90) 
 
      20        30        40        50        60        70          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
      80                                                            
PAT___ R                                                            
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (21-66:97-140) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.0 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (53-66:53-66) 
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             30        40        50        60        70        80   
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR   
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (13-62:19-60) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (13-62:19-60) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.8  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (20-79:404-470) 
 
                          10        20          30         40       
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
             50        60        70        80                       
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                       
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.8  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (20-79:404-470) 
 
                          10        20          30         40       
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
             50        60        70        80                       
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PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                       
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (13-62:19-60) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (50-66:91-107) 
 
      20        30        40        50        60        70          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      80                                                            
PAT___ R                                                            
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (50-66:91-107) 
 
      20        30        40        50        60        70          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      80                                                            
PAT___ R                                                            
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (23-57:109-143) 
 
                       10        20        30        40        50   
PAT___         AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
             60        70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQR     
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
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>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (6-46:25-65) 
 
                                  10        20        30        40  
PAT___                    AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                      
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.7  bits: 21.8 E():   14 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (4-41:249-284) 
 
                                          10        20        30    
PAT___                            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
            40        50        60        70        80              
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR              
        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (31-59:32-61) 
 
               10        20        30        40         50          
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
      60        70        80                                
PAT___ ARNAYDWTVESTVYVSHRHQR                                
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
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       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:114-139) 
 
       10        20        30        40        50        60         
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       70        80                                                 
PAT___ ESTVYVSHRHQR                                                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (4-39:79-114) 
 
                                          10         20        30   
PAT___                            AVCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
             40        50        60        70        80             
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR             
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (21-40:113-130) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
               60        70        80                               
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.1  bits: 21.5 E():   23 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (31-75:217-260) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
               70        80                                         
PAT___ RNAYDWTVESTVYVSHRHQR                                         
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.0  bits: 20.1 E():   23 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (26-49:47-70) 
 
                    10        20        30        40        50      
PAT___      AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
          60        70        80                                    
PAT___ GPWKARNAYDWTVESTVYVSHRHQR                                    
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.0  bits: 20.1 E():   23 
Smith-Waterman score: 50; 53.8% identity (76.9% similar) in 13 aa overlap (67-79:32-44) 
 
         40        50        60        70        80                 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                 
                                     .:  :.:. ::::                  
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 19.8 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (32-75:16-55) 
 
              10        20        30        40        50        60  
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
              70        80                                          
PAT___ NAYDWTVESTVYVSHRHQR                                          
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 19.8 E():   25 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (31-59:162-190) 
 
               10        20        30        40        50        60 
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PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
               70        80 
PAT___ RNAYDWTVESTVYVSHRHQR 
                            
gi|223 VQ                   
                            
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.1  bits: 21.2 E():   26 
Smith-Waterman score: 53; 26.2% identity (55.7% similar) in 61 aa overlap (21-80:158-214) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
               60        70         80                              
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQR                              
       :.::   :.  .. .  :  ... ::  :..                              
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (18-39:71-92) 
 
                            10        20        30        40        
PAT___              AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
        50        60        70        80                            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                            
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.0  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (20-68:110-157) 
 
                          10        20        30        40          
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
      50        60        70        80                              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQR                              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.0  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (20-68:110-157) 
 
                          10        20        30        40          
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
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      50        60        70        80                              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQR                              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (18-39:111-130) 
 
                            10        20        30        40        
PAT___              AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                         
gi|741 FSTLG                             
      140                                
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 75.4  bits: 19.8 E():   32 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (2-40:6-44) 
 
                   10        20        30        40        50       
PAT___     AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ PWKARNAYDWTVESTVYVSHRHQR                                     
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (21-41:121-141) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (25-51:68-92) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
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>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (25-53:69-95) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (25-53:69-95) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (25-53:69-95) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           60        70        80                                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR                                   
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (20-39:108-126) 
 
                          10        20        30        40          
PAT___            AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
      50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (13-36:101-124) 
 
                                 10        20        30        40   
PAT___                   AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
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             50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                              
gi|288 L                                      
                                              
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (21-66:66-109) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (3-57:91-153) 
 
                                           10         20            
PAT___                             AVCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
          30        40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
           :.::     : .  ... . :.:. :  :                        
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                    
              130       140       150                           
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.6  bits: 15.2 E():   45 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:1-14) 
 
         20        30        40        50        60        70       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
         80 
PAT___ RHQR 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.5  bits: 21.0 E():   46 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (22-39:721-738) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 21.0 E():   47 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (22-39:736-753) 
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                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (15-62:1-40) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                     ..::   : :.:   ...::. . :    : ::     .:   :.  
gi|224               ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNP 
                                10        20        30              
 
               70        80                                         
PAT___ RNAYDWTVESTVYVSHRHQR                                         
        :                                                           
gi|224 NNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQ 
       40        50        60        70        80        90         
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (22-46:135-159) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (22-46:135-159) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (22-46:135-159) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              60        70        80                                
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PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (22-46:135-159) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (22-46:135-159) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (22-57:79-115) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
               60        70        80      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR      
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (18-39:72-93) 
 
                            10        20        30        40        
PAT___              AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
        50        60        70        80                            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                            
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
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Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (31-47:32-48) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
               70        80                                 
PAT___ RNAYDWTVESTVYVSHRHQR                                 
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (10-49:87-126) 
 
                                    10        20        30          
PAT___                      AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
      40        50        60        70        80                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                    
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (10-49:87-126) 
 
                                    10        20        30          
PAT___                      AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
      40        50        60        70        80                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                    
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.6  bits: 20.7 E():   58 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (17-39:153-175) 
 
                             10        20        30        40       
PAT___               AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
         50        60        70        80                           
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                           
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (46-70:242-266) 
 
          20        30        40        50        60        70      
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
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          80 
PAT___ HRHQR 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (16-41:52-78) 
 
                              10         20        30        40     
PAT___                AVCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
           50        60        70        80                         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                         
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (21-39:135-153) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (47-67:259-276) 
 
         20        30        40        50        60        70       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
         80 
PAT___ RHQR 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
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           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (5-36:93-124) 
 
                                         10        20        30     
PAT___                           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
           40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
        :                                             
gi|261 GDYLIEQGL                                      
            130                                       
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
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>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (22-57:76-115) 
 
                        10        20        30            40        
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
        50        60        70        80                            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                            
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (26-46:139-159) 
 
                    10        20        30        40        50      
PAT___      AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
          60        70        80                                    
PAT___ GPWKARNAYDWTVESTVYVSHRHQR                                    
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (35-47:36-48) 
 
           10        20        30        40        50        60     
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           70        80                             
PAT___ DWTVESTVYVSHRHQR                             
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gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (35-47:36-48) 
 
           10        20        30        40        50        60     
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           70        80                             
PAT___ DWTVESTVYVSHRHQR                             
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (41-65:13-35) 
 
               20        30        40        50        60        70 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
               80                                                   
PAT___ TVYVSHRHQR                                                   
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 48; 29.0% identity (51.6% similar) in 31 aa overlap (51-80:12-42) 
 
               30        40        50        60        70           
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
      80                                                            
PAT___ R                                                            
       :                                                            
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (47-67:277-294) 
 
         20        30        40        50        60        70       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         80               
PAT___ RHQR               
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (47-67:277-294) 
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         20        30        40        50        60        70       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         80               
PAT___ RHQR               
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (61-68:234-241) 
 
               40        50        60        70        80           
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR           
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (17-52:37-79) 
 
                             10        20        30                 
PAT___               AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
        40        50        60        70        80                  
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                  
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (21-39:135-153) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:86-112) 
 
                     10        20        30        40        50     
PAT___       AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
           60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQR 
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gi|484 VLACGWVDGEVQE              
         120                      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (29-38:3-12) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                   ::.::.  :.                       
gi|144                           MADDMERIFKRFDTNGDGKISLSELTDALRTLGS 
                                         10        20        30     
 
               70        80                         
PAT___ RNAYDWTVESTVYVSHRHQR                         
                                                    
gi|144 TSADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
           40        50        60        70         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (10-31:213-232) 
 
                                    10        20        30          
PAT___                      AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
      40        50        60        70        80                    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                    
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
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           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
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                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
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           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
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             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:104-125) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (24-60:11-47) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                              :. .... ...:  .  . :. .: ..:   ::  :: 
gi|144              MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKA 
                            10        20        30        40        
 
               70        80                                         
PAT___ RNAYDWTVESTVYVSHRHQR                                         
                                                                    
gi|144 LGSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQD 
        50        60        70        80        90       100        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (30-55:137-162) 
 
                10        20        30        40        50          
PAT___  AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
      60        70        80                                        
PAT___ ARNAYDWTVESTVYVSHRHQR                                        
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.5  bits: 19.7 E():   86 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (18-80:91-143) 
 
                            10        20        30        40        
PAT___              AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
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               70        80        90       100         110         
 
        50        60        70        80                            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR                            
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.7 E():   88 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (22-39:249-266) 
 
                        10        20        30        40        50  
PAT___          AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
              60        70        80                                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQR                                
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 15.0 E():   90 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (43-65:9-26) 
 
             20        30        40        50        60        70   
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
             80 
PAT___ YVSHRHQR 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 15.0 E():   90 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (58-65:19-26) 
 
        30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                     ::: ..:.                
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                
                           10        20                      
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (38-58:80-104) 
 
        10        20        30        40        50            60    
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
            70        80 
PAT___ YDWTVESTVYVSHRHQR 
                         
gi|408 LTSFRKV           
     110                 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (46-68:67-89) 
 
          20        30        40        50        60        70      
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PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ HRHQR                                                        
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (43-75:85-117) 
 
             20        30        40        50        60        70   
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
             80 
PAT___ YVSHRHQR 
         :      
gi|128 DCSRVN   
          120   
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (29-37:7-15) 
 
               10        20        30        40        50        60 
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                   .:::: ..:                        
gi|471                       KITLLEEDLERNEERLQTATERLEEAS            
                                     10        20                   
 
               70        80 
PAT___ RNAYDWTVESTVYVSHRHQR 
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.0 E():   97 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (21-39:148-166) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
               60        70        80                               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQR                               
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (28-74:82-128) 
 
                  10        20        30        40        50        
PAT___    AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
        60        70        80                                      
PAT___ WKARNAYDWTVESTVYVSHRHQR                                      
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
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>>gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|4761580|gb|AAD29410.1| profilin [Pyrus communis]     (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|476 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|60418858|gb|AAX19856.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
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gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (2-15:12-25) 
 
                         10        20        30        40        50 
PAT___           AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                  .::: .:.. ....                                    
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (15-36:103-124) 
 
                               10        20        30        40     
PAT___                 AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:38 2011 done: Wed Jan 19 14:40:38 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 21  - 100 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     6     2:*= 
  32     6     8:==* 
  34    10    22:====   * 
  36    20    44:=======       * 
  38    87    73:========================*==== 
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  40   108   102:=================================*== 
  42   109   125:=====================================    * 
  44   175   137:=============================================*============= 
  46   160   140:==============================================*======= 
  48   126   134:==========================================  * 
  50   102   122:==================================      * 
  52   116   107:===================================*=== 
  54    85    92:============================= * 
  56    53    77:==================       * 
  58    42    63:==============      * 
  60    53    51:================*= 
  62    30    41:==========   * 
  64    38    33:==========*== 
  66    28    26:========*= 
  68    46    20:======*========= 
  70    20    16:=====*= 
  72     6    12:== * 
  74    11    10:===* 
  76     3     8:= * 
  78     4     6:=* 
  80    16     5:=*==== 
  82     5     3:*= 
  84    11     3:*=== 
  86     6     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.98580.00337; mu= 11.9138 0.176 
 mean_var=35.4260 9.899, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.215483 
 Kolmogorov-Smirnov  statistic: 0.0337 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.8   0.016 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.2    0.78 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.5     1.2 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.2 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3     5.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3     7.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.8 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.4     7.9 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.8     8.9 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.1       9 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.7      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 19.9      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
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gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.8      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.8      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.5      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.3      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.8      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.6      16 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      16 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.1      18 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   51 20.4      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.5      23 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      23 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      24 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      26 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      28 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.9      30 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.9      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      31 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   49 19.8      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      33 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      34 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      34 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.7      35 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.7      35 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      40 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.8      41 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.0      46 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.0      47 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.2      47 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.3      48 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      55 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      55 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      55 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      55 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      55 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      58 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.1      58 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.7      58 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      59 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      59 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      59 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      64 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      65 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      65 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.8      66 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      66 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.8      66 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.8      66 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.8      66 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.8      66 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.8      66 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.8      66 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.8      66 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.8      66 
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gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      68 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.8      70 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      70 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      70 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   48 19.6      71 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      75 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      75 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      77 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   41 17.1      78 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      78 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      80 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.5      80 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      81 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.8      81 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.5      82 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.5      82 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.5      82 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.5      82 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.5      82 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.5      82 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.5      82 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.5      82 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.5      82 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.5      82 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.5      82 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.5      82 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.5      82 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.5      82 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.5      82 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.5      82 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      82 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.5      82 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.5      82 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.5      82 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.5      82 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.5      82 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.5      82 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.5      82 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.5      82 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.5      82 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.5      82 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      83 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      84 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.7      86 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.7      89 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.2      91 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.0      92 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.0      92 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      92 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.2      94 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.0      95 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      97 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      98 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 134.6  bits: 31.8 E(): 0.016 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (3-36:178-210) 
 
                                           10        20        30   
PAT___                             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
             40        50        60        70        80             
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL             
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
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>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 104.4  bits: 26.2 E(): 0.78 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (19-67:113-160) 
 
                           10        20        30        40         
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
       50        60        70        80                             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 101.0  bits: 25.5 E():  1.2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (19-67:113-160) 
 
                           10        20        30        40         
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
       50        60        70        80                             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.3  bits: 22.9 E():  4.2 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (16-51:29-64) 
 
                            10        20        30        40        
PAT___              VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                            
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.7  bits: 22.3 E():  5.2 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (12-61:21-62) 
 
                        10        20        30        40        50  
PAT___          VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
              60        70        80                                
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRL                                
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (25-51:83-110) 
 
                     10        20        30         40        50    
PAT___       VCDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
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gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
            60        70        80              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL              
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 86.8  bits: 22.0 E():  7.4 
Smith-Waterman score: 56; 20.7% identity (50.6% similar) in 87 aa overlap (3-77:63-147) 
 
                                           10        20        30   
PAT___                             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
             40          50        60                  70        80 
PAT___ LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRL 
        . :::::..  .  .   . :: .   ...:          : :.. : .  .: :    
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
gi|668 RSMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGW 
              160       170       180       190       200       210 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.7  bits: 22.7 E():  7.6 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (14-59:262-307) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
            50         60        70        80                       
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRL                       
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.4  bits: 20.6 E():  7.8 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (21-38:7-24) 
 
               10        20        30        40        50        60 
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                           : :..:..  .  :  ::                       
gi|897               EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPT 
                             10        20        30        40       
 
               70        80                                    
PAT___ NAYDWTVESTVYVSHRHQRL                                    
                                                               
gi|897 SPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
         50        60        70        80        90       100  
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.4 E():  7.9 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:79-98) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
      50        60        70        80                              
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (20-80:158-215) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
      50        60        70         80                             
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRL                             
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 85.4  bits: 23.1 E():    9 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (19-78:406-472) 
 
                           10        20          30         40      
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
              50        60        70        80                      
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                      
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  55  Z-score: 84.4  bits: 21.7 E():   10 
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (1-39:6-44) 
 
                    10        20        30        40        50      
PAT___      VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ PWKARNAYDWTVESTVYVSHRHQRL                                    
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (20-65:97-140) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
      50        60        70        80                              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
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         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (49-65:74-90) 
 
       20        30        40        50        60        70         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
       80                                                           
PAT___ RL                                                           
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 19.9 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (52-65:53-66) 
 
              30        40        50        60        70        80  
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL  
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
gi|323 RTNAAVTVR 
             90  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (12-61:19-60) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (12-61:19-60) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
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                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.7  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (19-78:404-470) 
 
                           10        20          30         40      
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
              50        60        70        80                      
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                      
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.7  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (19-78:404-470) 
 
                           10        20          30         40      
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
              50        60        70        80                      
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                      
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.6  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (12-61:19-60) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (49-65:91-107) 
 
       20        30        40        50        60        70         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
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gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       80                                                           
PAT___ RL                                                           
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (49-65:91-107) 
 
       20        30        40        50        60        70         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       80                                                           
PAT___ RL                                                           
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (22-56:109-143) 
 
                        10        20        30        40        50  
PAT___          VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
              60        70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRL    
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (5-45:25-65) 
 
                                   10        20        30        40 
PAT___                     VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                     
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (3-40:249-284) 
 
                                           10        20        30   
PAT___                             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
             40        50        60        70        80             
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL             
        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
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        280       290       300       310       320       330       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (30-58:32-61) 
 
                10        20        30        40         50         
PAT___  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
       60        70        80                               
PAT___ ARNAYDWTVESTVYVSHRHQRL                               
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
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PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 618



 

 

                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
 
        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:114-139) 
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        10        20        30        40        50        60        
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        70        80                                                
PAT___ ESTVYVSHRHQRL                                                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.7  bits: 21.1 E():   18 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (3-38:79-114) 
 
                                           10         20        30  
PAT___                             VCDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
              40        50        60        70        80            
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL            
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 51; 46.7% identity (73.3% similar) in 15 aa overlap (66-80:32-46) 
 
          40        50        60        70        80                
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                
                                     .:  :.:. :::: .                
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (20-39:113-130) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
      50        60        70        80                              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (30-74:217-260) 
 
                10        20        30        40        50          
PAT___  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
      60        70        80                                        
PAT___ RNAYDWTVESTVYVSHRHQRL                                        
            : .::.:.:.                                              
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gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.9  bits: 20.1 E():   23 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (25-48:47-70) 
 
                     10        20        30        40        50     
PAT___       VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
           60        70        80                                   
PAT___ GPWKARNAYDWTVESTVYVSHRHQRL                                   
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (31-74:16-55) 
 
               10        20        30        40        50        60 
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     . :.   ::      : : ::  .  .:.: 
gi|391                MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTR 
                              10        20        30          40    
 
               70        80                                         
PAT___ NAYDWTVESTVYVSHRHQRL                                         
       .  .:  ...: ::                                               
gi|391 D--EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAW 
              50        60        70        80        90       100  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.8 E():   26 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (30-58:162-190) 
 
                10        20        30        40        50          
PAT___  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
      60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRL 
                             
gi|223 VQ                    
                             
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (17-38:71-92) 
 
                             10        20        30        40       
PAT___               VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
         50        60        70        80                           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                           
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (19-67:110-157) 
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                           10        20        30        40         
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
       50        60        70        80                             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (19-67:110-157) 
 
                           10        20        30        40         
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
       50        60        70        80                             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (17-38:111-130) 
 
                             10        20        30        40       
PAT___               VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
         50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                          
gi|741 FSTLG                              
      140                                 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (1-39:6-44) 
 
                    10        20        30        40        50      
PAT___      VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
            .  :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ PWKARNAYDWTVESTVYVSHRHQRL                                    
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (20-40:121-141) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
      50        60        70        80                              
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (24-50:68-92) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (24-52:69-95) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (24-52:69-95) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (24-52:69-95) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            60        70        80                                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL                                  
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.6  bits: 18.7 E():   35 
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Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (19-38:108-126) 
 
                           10        20        30        40         
PAT___             VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
       50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (12-35:101-124) 
 
                                  10        20        30        40  
PAT___                    VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
              50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                               
gi|288 L                                       
                                               
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (20-65:66-109) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
      50        60        70        80                              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (2-56:91-153) 
 
                                            10         20           
PAT___                              VCDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
           30        40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
           :.::     : .  ... . :.:. :  :                         
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                     
              130       140       150                            
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.5  bits: 21.0 E():   46 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (21-38:721-738) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
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gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.3  bits: 21.0 E():   47 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (21-38:736-753) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.3  bits: 15.2 E():   47 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:1-14) 
 
          20        30        40        50        60        70      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
          80 
PAT___ RHQRL 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (14-61:1-40) 
 
               10        20        30        40        50        60 
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                    ..::   : :.:   ...::. . :    : ::     .:   :.   
gi|224              ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPN 
                               10        20        30               
 
               70        80                                         
PAT___ NAYDWTVESTVYVSHRHQRL                                         
       :                                                            
gi|224 NQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQG 
      40        50        60        70        80        90          
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (21-45:135-159) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (21-45:135-159) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
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                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (21-45:135-159) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (21-45:135-159) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (21-45:135-159) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (17-38:72-93) 
 
                             10        20        30        40       
PAT___               VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
         50        60        70        80                           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                           
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gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (21-56:79-115) 
 
                         10        20        30        40           
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
      50        60        70        80     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL     
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.6  bits: 20.7 E():   58 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (16-38:153-175) 
 
                              10        20        30        40      
PAT___                VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
          50        60        70        80                          
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                          
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 17.8 E():   59 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (30-46:32-48) 
 
                10        20        30        40        50          
PAT___  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
      60        70        80                                
PAT___ RNAYDWTVESTVYVSHRHQRL                                
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (9-48:87-126) 
 
                                     10        20        30         
PAT___                       VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
       40        50        60        70        80                   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                   
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (9-48:87-126) 
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                                     10        20        30         
PAT___                       VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
       40        50        60        70        80                   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                   
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (45-69:242-266) 
 
           20        30        40        50        60        70     
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
           80 
PAT___ HRHQRL 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (15-40:52-78) 
 
                               10         20        30        40    
PAT___                 VCDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
            50        60        70        80                        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                        
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (20-38:135-153) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (46-66:259-276) 
 
          20        30        40        50        60        70      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
          80 
PAT___ RHQRL 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (4-35:93-124) 
 
                                          10        20        30    
PAT___                            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
            40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
        :                                              
gi|261 GDYLIEQGL                                       
            130                                        
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
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                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (21-56:76-115) 
 
                         10        20        30            40       
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
         50        60        70        80                           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                           
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (25-45:139-159) 
 
                     10        20        30        40        50     
PAT___       VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
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gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
           60        70        80                                   
PAT___ GPWKARNAYDWTVESTVYVSHRHQRL                                   
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (40-64:13-35) 
 
      10        20        30        40        50        60          
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
      70        80                                                  
PAT___ TVYVSHRHQRL                                                  
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (34-46:36-48) 
 
            10        20        30        40        50        60    
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            70        80                            
PAT___ DWTVESTVYVSHRHQRL                            
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (34-46:36-48) 
 
            10        20        30        40        50        60    
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            70        80                            
PAT___ DWTVESTVYVSHRHQRL                            
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 48; 29.0% identity (51.6% similar) in 31 aa overlap (50-79:12-42) 
 
      20        30        40        50        60        70          
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
       80                                                           
PAT___ RL                                                           
       :                                                            
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
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              50        60        70        80        90       100  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (46-66:277-294) 
 
          20        30        40        50        60        70      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          80              
PAT___ RHQRL              
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (46-66:277-294) 
 
          20        30        40        50        60        70      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          80              
PAT___ RHQRL              
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (60-67:234-241) 
 
      30        40        50        60        70        80          
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL          
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.1 E():   78 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (70-80:63-73) 
 
      40        50        60        70        80                    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                    
                                     ..:..::.: :                    
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (16-51:37-79) 
 
                              10        20        30                
PAT___                VCDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
         40        50        60        70        80                 
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PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                 
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (20-38:135-153) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:86-112) 
 
                      10        20        30        40        50    
PAT___        VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
            60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRL 
                                   
gi|484 VLACGWVDGEVQE               
         120                       
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (9-30:213-232) 
 
                                     10        20        30         
PAT___                       VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
       40        50        60        70        80                   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                   
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.8 E():   81 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (28-37:3-12) 
 
               10        20        30        40        50        60 
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                  ::.::.  :.                        
gi|144                          MADDMERIFKRFDTNGDGKISLSELTDALRTLGST 
                                        10        20        30      
 
               70        80                        
PAT___ NAYDWTVESTVYVSHRHQRL                        
                                                   
gi|144 SADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
          40        50        60        70         
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
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             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
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>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:103-124) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:104-125) 
 
                                10        20        30        40    
PAT___                  VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
            50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (23-59:11-47) 
 
               10        20        30        40        50        60 
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
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                             :. .... ...:  .  . :. .: ..:   ::  ::  
gi|144             MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKAL 
                           10        20        30        40         
 
               70        80                                         
PAT___ NAYDWTVESTVYVSHRHQRL                                         
                                                                    
gi|144 GSNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDH 
       50        60        70        80        90       100         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (29-54:137-162) 
 
                 10        20        30        40        50         
PAT___   VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
       60        70        80                                       
PAT___ ARNAYDWTVESTVYVSHRHQRL                                       
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.5  bits: 19.7 E():   86 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (17-79:91-143) 
 
                             10        20        30        40       
PAT___               VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
         50        60        70        80                           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL                           
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.7 E():   89 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (21-38:249-266) 
 
                         10        20        30        40        50 
PAT___           VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
               60        70        80                               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRL                               
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (37-57:80-104) 
 
         10        20        30        40        50            60   
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
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             70        80 
PAT___ YDWTVESTVYVSHRHQRL 
                          
gi|408 LTSFRKV            
     110                  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.0 E():   92 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (57-64:19-26) 
 
         30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                     ::: ..:.                 
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                 
                           10        20                       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.0 E():   92 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (42-64:9-26) 
 
              20        30        40        50        60        70  
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
              80 
PAT___ YVSHRHQRL 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.3 E():   92 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (45-67:67-89) 
 
           20        30        40        50        60        70     
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ HRHQRL                                                       
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (42-74:85-117) 
 
              20        30        40        50        60        70  
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
              80 
PAT___ YVSHRHQRL 
         :       
gi|128 DCSRVN    
          120    
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 15.0 E():   95 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (28-36:7-15) 
 
               10        20        30        40        50        60 
PAT___ VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                  .:::: ..:                         
gi|471                      KITLLEEDLERNEERLQTATERLEEAS             
                                    10        20                    
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               70        80 
PAT___ NAYDWTVESTVYVSHRHQRL 
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (20-38:148-166) 
 
                          10        20        30        40          
PAT___            VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
      50        60        70        80                              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRL                              
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (27-73:82-128) 
 
                   10        20        30        40        50       
PAT___     VCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
         60        70        80                                     
PAT___ WKARNAYDWTVESTVYVSHRHQRL                                     
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:39 2011 done: Wed Jan 19 14:40:39 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 22  - 101 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    10    22:===  * 
  36    20    44:=====     * 
  38    82    73:==================*== 
  40   108   102:=========================*= 
  42   105   125:===========================    * 
  44   186   137:==================================*============ 
  46   170   140:==================================*======== 
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  48   113   134:=============================    * 
  50   104   122:==========================    * 
  52   118   107:==========================*=== 
  54    79    92:====================  * 
  56    52    77:=============      * 
  58    47    63:============   * 
  60    51    51:============* 
  62    32    41:========  * 
  64    45    33:========*=== 
  66    20    26:===== * 
  68    46    20:====*======= 
  70    21    16:===*== 
  72     6    12:==* 
  74     9    10:==* 
  76     5     8:=* 
  78     4     6:=* 
  80    16     5:=*== 
  82     5     3:*= 
  84    11     3:*== 
  86     6     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.09160.0033; mu= 11.3795 0.172 
 mean_var=34.9438 9.800, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.216965 
 Kolmogorov-Smirnov  statistic: 0.0337 (N=28) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.8   0.015 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.2    0.77 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.6     1.2 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 23.0     4.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3       7 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.5 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.5 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.4     7.8 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.8     8.9 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.1       9 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      10 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.8      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.8      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.5      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      11 
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gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.3      12 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   54 21.4      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.8      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      16 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.1      18 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   51 20.4      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      23 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   54 21.5      23 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.9      30 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.9      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      32 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      33 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      33 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      34 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      34 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   48 19.5      40 
gi|1398916|dbj|BAA07712.1| allergenic protein [Ory ( 157)   46 18.8      40 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      40 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.3      44 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.0      47 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.0      48 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.3      48 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      54 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      54 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      54 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      54 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      54 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.2      57 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      57 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      57 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      59 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      59 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      60 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      64 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      64 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.8      65 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      65 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.8      65 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.8      65 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.8      65 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.8      65 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.8      65 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.8      65 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.8      65 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.8      65 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      66 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      67 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
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gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      69 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   48 19.6      72 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      75 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      75 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   41 17.2      76 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      77 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      77 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.8      78 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.5      79 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      80 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.5      80 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.5      80 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.5      80 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.5      80 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.5      80 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.5      80 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.5      80 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.5      80 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.5      80 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.5      80 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.5      80 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.5      80 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.5      80 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.5      80 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.5      80 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.5      80 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.5      80 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      80 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.5      80 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.5      80 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.5      80 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.5      80 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.5      80 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.5      80 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.5      80 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.5      80 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.5      81 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      81 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      82 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      85 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.1      87 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.1      87 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.7      87 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.2      89 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.1      90 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.7      90 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.2      92 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      92 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      97 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      98 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      99 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.2      99 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.2      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 135.0  bits: 31.8 E(): 0.015 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (2-35:178-210) 
 
                                            10        20        30  
PAT___                              CDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
              40        50        60        70        80            
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG            
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
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 initn:  48 init1:  48 opt:  69  Z-score: 104.5  bits: 26.2 E(): 0.77 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (18-66:113-160) 
 
                            10        20        30        40        
PAT___              CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
        50        60        70        80                            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 101.1  bits: 25.6 E():  1.2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (18-66:113-160) 
 
                            10        20        30        40        
PAT___              CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
        50        60        70        80                            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.5  bits: 23.0 E():  4.1 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (15-50:29-64) 
 
                             10        20        30        40       
PAT___               CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                           
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.9  bits: 22.3 E():    5 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (11-60:21-62) 
 
                         10        20        30        40        50 
PAT___           CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
               60        70        80                               
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLG                               
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.3  bits: 21.3 E():    7 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (24-50:83-110) 
 
                      10        20        30         40        50   
PAT___        CDIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
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             60        70        80        90       100       110   
 
             60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG             
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 87.0  bits: 22.0 E():  7.3 
Smith-Waterman score: 56; 20.7% identity (50.6% similar) in 87 aa overlap (2-76:63-147) 
 
                                            10        20        30  
PAT___                              CDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
              40          50        60                  70          
PAT___ LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRL 
        . :::::..  .  .   . :: .   ...:          : :.. : .  .: :    
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
      80                                                            
PAT___ G                                                            
                                                                    
gi|668 RSMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGW 
              160       170       180       190       200       210 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.8  bits: 20.6 E():  7.5 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (20-37:7-24) 
 
               10        20        30        40        50        60 
PAT___ CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                          : :..:..  .  :  ::                        
gi|897              EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTS 
                            10        20        30        40        
 
               70        80                                   
PAT___ AYDWTVESTVYVSHRHQRLG                                   
                                                              
gi|897 PQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
        50        60        70        80        90       100  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.7  bits: 22.7 E():  7.5 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (13-58:262-307) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
             50         60        70        80                      
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLG                      
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 22.4 E():  7.8 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:79-98) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
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       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (19-79:158-215) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
       50        60        70         80                            
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLG                            
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 85.3  bits: 23.1 E():    9 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (18-77:406-472) 
 
                            10        20           30        40     
PAT___              CDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
               50        60        70        80                     
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                     
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.0 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (48-64:74-90) 
 
        20        30        40        50        60        70        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
        80                                                          
PAT___ RLG                                                          
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.0 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (51-64:53-66) 
 
               30        40        50        60        70        80 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
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gi|323 RTNAAVTVR 
             90  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (19-64:97-140) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (11-60:19-60) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (11-60:19-60) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.7  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (18-77:404-470) 
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                            10        20           30        40     
PAT___              CDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
               50        60        70        80                     
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                     
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.7  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (18-77:404-470) 
 
                            10        20           30        40     
PAT___              CDIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
               50        60        70        80                     
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                     
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.5 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (11-60:19-60) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (48-64:91-107) 
 
        20        30        40        50        60        70        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        80                                                          
PAT___ RLG                                                          
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (48-64:91-107) 
 
        20        30        40        50        60        70        
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PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        80                                                          
PAT___ RLG                                                          
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (21-55:109-143) 
 
                         10        20        30        40        50 
PAT___           CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
               60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLG   
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (4-44:25-65) 
 
                                    10        20        30          
PAT___                      CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                    
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 54; 25.0% identity (61.1% similar) in 36 aa overlap (3-38:9-44) 
 
                     10        20        30        40        50     
PAT___       CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
               :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ PWKARNAYDWTVESTVYVSHRHQRLG                                   
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (2-39:249-284) 
 
                                            10        20        30  
PAT___                              CDIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
              40        50        60        70        80            
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG            
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        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (29-57:32-61) 
 
                 10        20        30        40         50        
PAT___   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
        60        70        80                              
PAT___ ARNAYDWTVESTVYVSHRHQRLG                              
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
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         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:114-139) 
 
         10        20        30        40        50        60       
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         70        80                                               
PAT___ ESTVYVSHRHQRLG                                               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (2-37:79-114) 
 
                                            10         20        30 
PAT___                              CDIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
               40        50        60        70        80           
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG           
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 79.7  bits: 20.4 E():   19 
Smith-Waterman score: 51; 46.7% identity (73.3% similar) in 15 aa overlap (65-79:32-46) 
 
           40        50        60        70        80               
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG               
                                     .:  :.:. :::: .                
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (19-38:113-130) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.0  bits: 20.1 E():   23 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (24-47:47-70) 
 
                      10        20        30        40        50    
PAT___        CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
            60        70        80                                  
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PAT___ GPWKARNAYDWTVESTVYVSHRHQRLG                                  
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 54; 28.9% identity (55.6% similar) in 45 aa overlap (29-73:217-260) 
 
                 10        20        30        40        50         
PAT___   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
       60        70        80                                       
PAT___ RNAYDWTVESTVYVSHRHQRLG                                       
            : .::.:.:.                                              
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 19.8 E():   23 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (30-73:16-55) 
 
               10        20        30        40        50        60 
PAT___ CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                    . :.   ::      : : ::  .  .:.:. 
gi|391               MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD 
                             10        20        30          40     
 
               70        80                                         
PAT___ AYDWTVESTVYVSHRHQRLG                                         
         .:  ...: ::                                                
gi|391 --EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWG 
             50        60        70        80        90       100   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 19.8 E():   25 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (29-57:162-190) 
 
                 10        20        30        40        50         
PAT___   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
       60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLG 
                              
gi|223 VQ                     
                              
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (16-37:71-92) 
 
                              10        20        30        40      
PAT___                CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
          50        60        70        80                          
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                          
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
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Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (18-66:110-157) 
 
                            10        20        30        40        
PAT___              CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
        50        60        70        80                            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (18-66:110-157) 
 
                            10        20        30        40        
PAT___              CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
        50        60        70        80                            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (16-37:111-130) 
 
                              10        20        30        40      
PAT___                CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
          50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                           
gi|741 FSTLG                               
      140                                  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (19-39:121-141) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (23-49:68-92) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
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             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (23-51:69-95) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (23-51:69-95) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (23-51:69-95) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             60        70        80                                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG                                 
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (18-37:108-126) 
 
                            10        20        30        40        
PAT___              CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (11-34:101-124) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 657



 

 

 
                                   10        20        30        40 
PAT___                     CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
               50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                                
gi|288 L                                        
                                                
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 19.5 E():   40 
Smith-Waterman score: 48; 22.2% identity (61.1% similar) in 36 aa overlap (3-38:9-44) 
 
                     10        20        30        40        50     
PAT___       CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
               :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ PWKARNAYDWTVESTVYVSHRHQRLG                                   
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|1398916|dbj|BAA07712.1| allergenic protein [Oryza s  (157 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (1-55:91-153) 
 
                                             10         20          
PAT___                               CDIVNHYIETSTVNFRT-EPQTPQEWI--- 
                                     :: .::...    . :. .   :.  .    
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG 
               70        80        90       100       110       120 
 
            30        40         50        60        70        80 
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
           :.::     : .  ... . :.:. :  :                          
gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY                      
              130       140       150                             
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.5  bits: 20.2 E():   40 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (19-64:66-109) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 15.3 E():   44 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:1-14) 
 
           20        30        40        50        60        70     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
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           80 
PAT___ RHQRLG 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.3  bits: 21.0 E():   47 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (20-37:721-738) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 21.0 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (20-37:736-753) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (13-60:1-40) 
 
               10        20        30        40        50        60 
PAT___ CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                   ..::   : :.:   ...::. . :    : ::     .:   :.  : 
gi|224             ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNN 
                              10        20        30             40 
 
               70        80                                         
PAT___ AYDWTVESTVYVSHRHQRLG                                         
                                                                    
gi|224 QEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGR 
               50        60        70        80        90       100 
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (20-44:135-159) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (20-44:135-159) 
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                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (20-44:135-159) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (20-44:135-159) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (20-44:135-159) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (20-55:79-115) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
       50        60        70        80    
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG    
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (29-45:32-48) 
 
                 10        20        30        40        50         
PAT___   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
       60        70        80                               
PAT___ RNAYDWTVESTVYVSHRHQRLG                               
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   57 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (16-37:72-93) 
 
                              10        20        30        40      
PAT___                CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
          50        60        70        80                          
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                          
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (8-47:87-126) 
 
                                      10        20        30        
PAT___                        CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
        40        50        60        70        80                  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                  
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (8-47:87-126) 
 
                                      10        20        30        
PAT___                        CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
        40        50        60        70        80                  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                  
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.4  bits: 20.6 E():   60 
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Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (15-37:153-175) 
 
                               10        20        30        40     
PAT___                 CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
           50        60        70        80                         
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                         
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (44-68:242-266) 
 
            20        30        40        50        60        70    
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
            80 
PAT___ HRHQRLG 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (14-39:52-78) 
 
                                10         20        30        40   
PAT___                  CDIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
             50        60        70        80                       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                       
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (19-37:135-153) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 662



 

 

 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (3-34:93-124) 
 
                                           10        20        30   
PAT___                             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
             40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
        :                                               
gi|261 GDYLIEQGL                                        
            130                                         
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
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Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (45-65:259-276) 
 
           20        30        40        50        60        70     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
           80 
PAT___ RHQRLG 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (20-55:76-115) 
 
                          10        20        30            40      
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
          50        60        70        80                          
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                          
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (24-44:139-159) 
 
                      10        20        30        40        50    
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PAT___        CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
            60        70        80                                  
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLG                                  
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (33-45:36-48) 
 
             10        20        30        40        50        60   
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             70        80                           
PAT___ DWTVESTVYVSHRHQRLG                           
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (33-45:36-48) 
 
             10        20        30        40        50        60   
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             70        80                           
PAT___ DWTVESTVYVSHRHQRLG                           
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (39-63:13-35) 
 
       10        20        30        40        50        60         
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
       70        80                                                 
PAT___ TVYVSHRHQRLG                                                 
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 48; 29.0% identity (51.6% similar) in 31 aa overlap (49-78:12-42) 
 
       20        30        40        50        60        70         
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
        80                                                          
PAT___ RLG                                                          
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       :                                                            
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (45-65:277-294) 
 
           20        30        40        50        60        70     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           80             
PAT___ RHQRLG             
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (45-65:277-294) 
 
           20        30        40        50        60        70     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           80             
PAT___ RHQRLG             
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (69-79:63-73) 
 
       40        50        60        70        80                   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                   
                                     ..:..::.: :                    
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (59-66:234-241) 
 
       30        40        50        60        70        80         
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG         
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (15-50:37-79) 
 
                               10        20        30               
PAT___                 CDIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
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          40        50        60        70        80                
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 16.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (27-36:3-12) 
 
               10        20        30        40        50        60 
PAT___ CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                 ::.::.  :.                         
gi|144                         MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTS 
                                       10        20        30       
 
               70        80                       
PAT___ AYDWTVESTVYVSHRHQRLG                       
                                                  
gi|144 ADEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
         40        50        60        70         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:86-112) 
 
                       10        20        30        40        50   
PAT___         CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
             60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLG 
                                    
gi|484 VLACGWVDGEVQE                
         120                        
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (19-37:135-153) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
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                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
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             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 669



 

 

Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
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             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:104-125) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (8-29:213-232) 
 
                                      10        20        30        
PAT___                        CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
        40        50        60        70        80                  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                  
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (22-58:11-47) 
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               10        20        30        40        50        60 
PAT___ CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                            :. .... ...:  .  . :. .: ..:   ::  ::   
gi|144            MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALG 
                          10        20        30        40          
 
               70        80                                         
PAT___ AYDWTVESTVYVSHRHQRLG                                         
                                                                    
gi|144 SNTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHN 
      50        60        70        80        90       100          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (28-53:137-162) 
 
                  10        20        30        40        50        
PAT___    CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
        60        70        80                                      
PAT___ ARNAYDWTVESTVYVSHRHQRLG                                      
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (41-63:9-26) 
 
               20        30        40        50        60        70 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
               80 
PAT___ YVSHRHQRLG 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (56-63:19-26) 
 
          30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     ::: ..:.                  
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                  
                           10        20                        
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.4  bits: 19.7 E():   87 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (16-78:91-143) 
 
                              10        20        30        40      
PAT___                CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
          50        60        70        80                          
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                          
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (36-56:80-104) 
 
          10        20        30        40            50        60  
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
              70        80 
PAT___ YDWTVESTVYVSHRHQRLG 
                           
gi|408 LTSFRKV             
     110                   
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.1  bits: 15.1 E():   90 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (27-35:7-15) 
 
               10        20        30        40        50        60 
PAT___ CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                 .:::: ..:                          
gi|471                     KITLLEEDLERNEERLQTATERLEEAS              
                                   10        20                     
 
               70        80 
PAT___ AYDWTVESTVYVSHRHQRLG 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.1  bits: 19.7 E():   90 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (20-37:249-266) 
 
                          10        20        30        40          
PAT___            CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
      50        60        70        80                              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLG                              
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (41-73:85-117) 
 
               20        30        40        50        60        70 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
               80 
PAT___ YVSHRHQRLG 
         :        
gi|128 DCSRVN     
          120     
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (44-66:67-89) 
 
            20        30        40        50        60        70    
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
            80                                                      
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PAT___ HRHQRLG                                                      
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (26-72:82-128) 
 
                    10        20        30        40        50      
PAT___      CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
          60        70        80                                    
PAT___ WKARNAYDWTVESTVYVSHRHQRLG                                    
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (19-37:148-166) 
 
                           10        20        30        40         
PAT___             CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
       50        60        70        80                             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG                             
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (13-34:103-124) 
 
                                 10        20        30        40   
PAT___                   CDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
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             80        90       100       110       120       130   
 
             50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:39 2011 done: Wed Jan 19 14:40:39 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 23  - 102 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32     7     8:=* 
  34    12    22:===  * 
  36    18    44:=====     * 
  38    53    73:==============    * 
  40   114   102:=========================*=== 
  42   122   125:===============================* 
  44   182   137:==================================*=========== 
  46   161   140:==================================*====== 
  48   120   134:==============================   * 
  50   104   122:==========================    * 
  52   106   107:==========================* 
  54    99    92:======================*== 
  56    53    77:==============     * 
  58    48    63:============   * 
  60    47    51:============* 
  62    38    41:==========* 
  64    38    33:========*= 
  66    24    26:======* 
  68    42    20:====*====== 
  70    25    16:===*=== 
  72     6    12:==* 
  74     6    10:==* 
  76    10     8:=*= 
  78     3     6:=* 
  80    16     5:=*== 
  82     6     3:*= 
  84    11     3:*== 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
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 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.24920.00333; mu= 10.2499 0.174 
 mean_var=35.4877 9.991, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.215296 
 Kolmogorov-Smirnov  statistic: 0.0350 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   87 31.8   0.016 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.2    0.78 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.5     1.2 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 23.0     4.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3     4.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.4     6.7 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     7.1 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.2 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.5 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.4     7.7 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.8     8.9 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.1     9.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.1      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.8      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.8      11 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.4      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   54 21.4      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.8      14 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      16 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      16 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      16 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   53 21.2      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      18 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.8      19 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.2      22 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      28 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.9      30 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.9      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      30 
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gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      31 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      32 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      33 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.9      33 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   48 19.6      38 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.5      38 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      40 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      47 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.3      47 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      48 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.3      53 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.3      53 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.3      53 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.3      53 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.3      53 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      54 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.2      54 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.3      56 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      58 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      58 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      61 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      61 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      61 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.9      61 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      61 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      61 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      61 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      61 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      61 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      61 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      62 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      63 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      64 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      64 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      64 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      65 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.0      65 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   48 19.6      71 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.9      73 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      73 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      73 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      74 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      74 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.0      75 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      76 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      76 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      76 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      76 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      76 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      76 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      76 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      76 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      76 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      76 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      76 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      76 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      76 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      76 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      76 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      76 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      76 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      76 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      76 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      76 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      76 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      76 
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gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      76 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      76 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      76 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      76 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      76 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 19.0      78 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.2      78 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.2      78 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      78 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      80 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.2      81 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      83 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      84 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      86 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.7      87 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      89 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.7      90 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 15.9      93 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      93 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      93 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      93 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      94 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      96 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      98 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      99 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  59 init1:  59 opt:  87  Z-score: 134.6  bits: 31.8 E(): 0.016 
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (1-34:178-210) 
 
                                             10        20        30 
PAT___                               DIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :..:: :. ....::.. .: : : :::.  
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRS 
       150       160       170       180       190        200       
 
               40        50        60        70        80           
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL           
       . .:                                                         
gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN 
        210       220       230       240       250       260       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 104.4  bits: 26.2 E(): 0.78 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (17-65:113-160) 
 
                             10        20        30        40       
PAT___               DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
         50        60        70        80                           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                           
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 101.0  bits: 25.5 E():  1.2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (17-65:113-160) 
 
                             10        20        30        40       
PAT___               DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
         50        60        70        80                           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                           
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        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.5  bits: 23.0 E():  4.1 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (14-49:29-64) 
 
                              10        20        30        40      
PAT___                DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                          
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 90.0  bits: 22.3 E():  4.9 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (10-59:21-62) 
 
                          10        20        30        40          
PAT___            DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
      50        60        70        80                              
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGL                              
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (23-49:83-110) 
 
                       10        20        30         40        50  
PAT___         DIVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
              60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL            
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.2  bits: 20.7 E():  7.1 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (19-36:7-24) 
 
               10        20        30        40        50        60 
PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                         : :..:..  .  :  ::                         
gi|897             EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSP 
                           10        20        30        40         
 
               70        80                                  
PAT___ YDWTVESTVYVSHRHQRLGL                                  
                                                             
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
       50        60        70        80        90       100  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 87.1  bits: 22.0 E():  7.2 
Smith-Waterman score: 56; 20.7% identity (50.6% similar) in 87 aa overlap (1-75:63-147) 
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                                             10        20        30 
PAT___                               DIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|668 REACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
             40        50        60          70        80        90 
 
               40          50        60                  70         
PAT___ LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRL 
        . :::::..  .  .   . :: .   ...:          : :.. : .  .: :    
gi|668 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAP 
              100       110       120       130       140       150 
 
       80                                                           
PAT___ GL                                                           
                                                                    
gi|668 RSMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGW 
              160       170       180       190       200       210 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.7  bits: 22.7 E():  7.5 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (12-57:262-307) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
              50         60        70        80                     
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGL                     
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 22.4 E():  7.7 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:79-98) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (18-78:158-215) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
        50        60        70         80                           
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGL                           
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
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 initn:  40 init1:  40 opt:  59  Z-score: 85.2  bits: 23.1 E():  9.1 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (17-76:406-472) 
 
                             10        20           30        40    
PAT___               DIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
                50        60        70        80                    
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                    
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.1 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (50-63:53-66) 
 
      20        30        40        50        60        70          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
      80         
PAT___ L         
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.4  bits: 21.1 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (47-63:74-90) 
 
         20        30        40        50        60        70       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
         80                                                         
PAT___ RLGL                                                         
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (18-63:97-140) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
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PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.8  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (47-63:91-107) 
 
         20        30        40        50        60        70       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         80                                                         
PAT___ RLGL                                                         
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.8  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (47-63:91-107) 
 
         20        30        40        50        60        70       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         80                                                         
PAT___ RLGL                                                         
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (10-59:19-60) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (10-59:19-60) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
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          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (10-59:19-60) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.6  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (17-76:404-470) 
 
                             10        20           30        40    
PAT___               DIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
                50        60        70        80                    
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                    
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.6  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (17-76:404-470) 
 
                             10        20           30        40    
PAT___               DIVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
                50        60        70        80                    
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                    
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.4 E():   11 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (3-43:25-65) 
 
                                     10        20        30         
PAT___                       DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                   
         :..                                                        
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gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (20-54:109-143) 
 
                          10        20        30        40          
PAT___            DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
      50        60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGL  
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 54; 25.0% identity (61.1% similar) in 36 aa overlap (2-37:9-44) 
 
                      10        20        30        40        50    
PAT___        DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
               :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGL                                  
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.6  bits: 21.8 E():   14 
Smith-Waterman score: 55; 26.3% identity (60.5% similar) in 38 aa overlap (1-38:249-284) 
 
                                             10        20        30 
PAT___                               DIVNHYIETSTVNFRTEPQTPQEWIDDLER 
                                     :. . :  : . :. .  .. .  ... .: 
gi|125 KEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLY--TPVCNITSSSSSSSSSLSQQRR 
      220       230       240       250         260       270       
 
               40        50        60        70        80           
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL           
        . :::::                                                     
gi|125 SRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAP 
        280       290       300       310       320       330       
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (64-80:32-48) 
 
            40        50        60        70        80              
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL              
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.8 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (28-56:32-61) 
 
                  10        20        30        40         50       
PAT___    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
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gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
         60        70        80                             
PAT___ ARNAYDWTVESTVYVSHRHQRLGL                             
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 687



 

 

PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:114-139) 
 
          10        20        30        40        50        60      
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          70        80                                              
PAT___ ESTVYVSHRHQRLGL                                              
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 53; 29.7% identity (56.8% similar) in 37 aa overlap (1-36:79-114) 
 
                                             10         20          
PAT___                               DIVNHYIETSTVNFR-TEPQTPQEWIDDLE 
                                     :. .  ::    .:. :. . :..:  :.: 
gi|158 LLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVE 
       50        60        70        80        90       100         
 
      30        40        50        60        70        80          
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL          
        : .  :                                                      
gi|158 TLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFF 
       110       120       130       140       150       160        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (18-37:113-130) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.7  bits: 21.8 E():   19 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (28-80:217-268) 
 
                  10        20        30        40        50        
PAT___    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
        60        70        80                                      
PAT___ RNAYDWTVESTVYVSHRHQRLGL                                      
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (23-46:47-70) 
 
                       10        20        30        40        50   
PAT___         DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
             60        70        80                                 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGL                                 
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (29-72:16-55) 
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               10        20        30        40        50        60 
PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                   . :.   ::      : : ::  .  .:.:.  
gi|391              MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD- 
                            10        20        30          40      
 
               70        80                                         
PAT___ YDWTVESTVYVSHRHQRLGL                                         
        .:  ...: ::                                                 
gi|391 -EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGN 
            50        60        70        80        90       100    
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 19.8 E():   24 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (28-56:162-190) 
 
                  10        20        30        40        50        
PAT___    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGL 
                               
gi|223 VQ                      
                               
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (15-36:71-92) 
 
                               10        20        30        40     
PAT___                 DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
           50        60        70        80                         
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                         
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (15-36:111-130) 
 
                               10        20        30        40     
PAT___                 DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
           50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                            
gi|741 FSTLG                                
      140                                   
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.0  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (17-65:110-157) 
 
                             10        20        30        40       
PAT___               DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
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         50        60        70        80                           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                           
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.0  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (17-65:110-157) 
 
                             10        20        30        40       
PAT___               DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
         50        60        70        80                           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                           
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.5 E():   30 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (68-80:63-75) 
 
        40        50        60        70        80                  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                  
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (22-48:68-92) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (22-50:69-95) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (22-50:69-95) 
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                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (22-50:69-95) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              60        70        80                                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL                                
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (18-38:121-141) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (17-36:108-126) 
 
                             10        20        30        40       
PAT___               DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
         50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (10-33:101-124) 
 
                                    10        20        30          
PAT___+                      DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
      40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                                 
gi|288 L                                         
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>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 48; 22.2% identity (61.1% similar) in 36 aa overlap (2-37:9-44) 
 
                      10        20        30        40        50    
PAT___        DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
               :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGL                                  
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.9  bits: 15.5 E():   38 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:1-14) 
 
            20        30        40        50        60        70    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
            80 
PAT___ RHQRLGL 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (18-63:66-109) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.3  bits: 20.9 E():   47 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (19-36:721-738) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (12-59:1-40) 
 
               10        20        30        40        50        60 
PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                  ..::   : :.:   ...::. . :    : ::     .:   :.  :  
gi|224            ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQ 
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                             10        20        30             40  
 
               70        80                                         
PAT___ YDWTVESTVYVSHRHQRLGL                                         
                                                                    
gi|224 EFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRR 
              50        60        70        80        90       100  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.9 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (19-36:736-753) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (19-43:135-159) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (19-43:135-159) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (19-43:135-159) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (19-43:135-159) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (19-43:135-159) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (28-44:32-48) 
 
                  10        20        30        40        50        
PAT___    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
        60        70        80                              
PAT___ RNAYDWTVESTVYVSHRHQRLGL                              
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (19-54:79-115) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
        50        60        70        80   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL   
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (15-36:72-93) 
 
                               10        20        30        40     
PAT___                 DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
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                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
           50        60        70        80                         
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                         
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (7-46:87-126) 
 
                                       10        20        30       
PAT___                         DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
         40        50        60        70        80                 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                 
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (7-46:87-126) 
 
                                       10        20        30       
PAT___                         DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
         40        50        60        70        80                 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                 
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (14-36:153-175) 
 
                                10        20        30        40    
PAT___                  DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
            50        60        70        80                        
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                        
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (13-38:52-78) 
 
                                 10         20        30        40  
PAT___                   DIVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
              50        60        70        80                      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                      
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gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (2-33:93-124) 
 
                                            10        20        30  
PAT___                              DIVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
              40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
        :                                                
gi|261 GDYLIEQGL                                         
            130                                          
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
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>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (43-67:242-266) 
 
             20        30        40        50        60        70   
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
             80 
PAT___ HRHQRLGL 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (18-36:135-153) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
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                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (19-54:76-115) 
 
                           10        20        30            40     
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
           50        60        70        80                         
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                         
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (44-64:259-276) 
 
            20        30        40        50        60        70    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
            80 
PAT___ RHQRLGL 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (32-44:36-48) 
 
              10        20        30        40        50        60  
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              70        80                          
PAT___ DWTVESTVYVSHRHQRLGL                          
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (32-44:36-48) 
 
              10        20        30        40        50        60  
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              70        80                          
PAT___ DWTVESTVYVSHRHQRLGL                          
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
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>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (38-62:13-35) 
 
        10        20        30        40        50        60        
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
        70        80                                                
PAT___ TVYVSHRHQRLGL                                                
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (23-43:139-159) 
 
                       10        20        30        40        50   
PAT___         DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
             60        70        80                                 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGL                                 
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 48; 29.0% identity (51.6% similar) in 31 aa overlap (48-77:12-42) 
 
        20        30        40        50        60        70        
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
         80                                                         
PAT___ RLGL                                                         
       :                                                            
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 16.9 E():   73 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (26-35:3-12) 
 
               10        20        30        40        50        60 
PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                ::.::.  :.                          
gi|144                        MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSA 
                                      10        20        30        
 
               70        80                      
PAT___ YDWTVESTVYVSHRHQRLGL                      
                                                 
gi|144 DEVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
        40        50        60        70         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (44-64:277-294) 
 
            20        30        40        50        60        70    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
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gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            80            
PAT___ RHQRLGL            
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (44-64:277-294) 
 
            20        30        40        50        60        70    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            80            
PAT___ RHQRLGL            
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (14-49:37-79) 
 
                                10        20        30              
PAT___                  DIVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
           40        50        60        70        80               
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL               
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (22-48:86-112) 
 
                        10        20        30        40        50  
PAT___          DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
              60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     
gi|484 VLACGWVDGEVQE                 
         120                         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (58-65:234-241) 
 
        30        40        50        60        70        80        
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL        
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
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>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
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>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:104-125) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (18-36:135-153) 
 
                            10        20        30        40        
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PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (55-62:19-26) 
 
           30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ::: ..:.                   
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                   
                           10        20                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (40-62:9-26) 
 
      10        20        30        40        50        60          
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
      70        80 
PAT___ YVSHRHQRLGL 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (21-57:11-47) 
 
               10        20        30        40        50        60 
PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                           :. .... ...:  .  . :. .: ..:   ::  ::    
gi|144           MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGS 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ YDWTVESTVYVSHRHQRLGL                                         
                                                                    
gi|144 NTSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNG 
               60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (7-28:213-232) 
 
                                       10        20        30       
PAT___                         DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
         40        50        60        70        80                 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                 
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.0  bits: 15.2 E():   81 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (26-34:7-15) 
 
               10        20        30        40        50        60 
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PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                .:::: ..:                           
gi|471                    KITLLEEDLERNEERLQTATERLEEAS               
                                  10        20                      
 
               70        80 
PAT___ YDWTVESTVYVSHRHQRLGL 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (27-52:137-162) 
 
                   10        20        30        40        50       
PAT___     DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
         60        70        80                                     
PAT___ ARNAYDWTVESTVYVSHRHQRLGL                                     
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (35-55:80-104) 
 
           10        20        30        40            50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
               70        80 
PAT___ YDWTVESTVYVSHRHQRLGL 
                            
gi|408 LTSFRKV              
     110                    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (40-72:85-117) 
 
      10        20        30        40        50        60          
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
      70        80 
PAT___ YVSHRHQRLGL 
         :         
gi|128 DCSRVN      
          120      
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.4  bits: 19.7 E():   87 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (15-77:91-143) 
 
                               10        20        30        40     
PAT___                 DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
           50        60        70        80                         
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                         
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
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gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.3 E():   89 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (43-65:67-89) 
 
             20        30        40        50        60        70   
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ HRHQRLGL                                                     
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.7 E():   90 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (19-36:249-266) 
 
                           10        20        30        40         
PAT___             DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
       50        60        70        80                             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                             
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 15.9 E():   93 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (18-35:31-48) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
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              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (12-33:103-124) 
 
                                  10        20        30        40  
PAT___                    DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
              50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (25-71:82-128) 
 
                     10        20        30        40        50     
PAT___       DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
           60        70        80                                   
PAT___ WKARNAYDWTVESTVYVSHRHQRLGL                                   
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (18-36:148-166) 
 
                            10        20        30        40        
PAT___              DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
        50        60        70        80                            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL                            
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (17-56:1-40) 
 
               10        20        30        40        50        60 
PAT___ DIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                       .::  :. ... ..:.    :.  .. :   .    :: .     
gi|269                 QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSL 
                               10        20        30        40     
 
               70        80                                         
PAT___ YDWTVESTVYVSHRHQRLGL                                         
                                                                    
gi|269 REQCCNELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTC 
           50        60        70        80        90       100     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E():   99 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (32-44:36-48) 
 
              10        20        30        40        50        60  
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
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                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              70        80                            
PAT___ DWTVESTVYVSHRHQRLGL                            
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E():   99 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (32-44:36-48) 
 
              10        20        30        40        50        60  
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              70        80                            
PAT___ DWTVESTVYVSHRHQRLGL                            
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:39 2011 done: Wed Jan 19 14:40:39 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 24  - 103 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:*= 
  32     8     8:==* 
  34    15    22:=====  * 
  36    19    44:=======       * 
  38    51    73:=================       * 
  40   107   102:=================================*== 
  42   121   125:=========================================* 
  44   179   138:=============================================*============== 
  46   173   140:==============================================*=========== 
  48   116   134:=======================================     * 
  50   105   122:===================================     * 
  52   105   108:===================================* 
  54    95    92:==============================*= 
  56    52    77:==================       * 
  58    50    63:=================   * 
  60    48    51:================* 
  62    37    41:=============* 
  64    41    33:==========*=== 
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  66    23    26:========* 
  68    45    20:======*======== 
  70    24    16:=====*== 
  72     7    12:===* 
  74     7    10:===* 
  76     8     8:==* 
  78     3     6:=* 
  80    15     5:=*=== 
  82     6     3:*= 
  84    11     3:*=== 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.23130.00331; mu= 10.3579 0.173 
 mean_var=35.645410.016, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.214819 
 Kolmogorov-Smirnov  statistic: 0.0356 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   79 29.2   0.093 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1     0.8 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.5     1.2 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 23.0     4.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3     6.8 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     7.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.2 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.6 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.4     7.8 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.7       9 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.1     9.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.8      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.8      11 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.4      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   54 21.4      12 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.8      15 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      17 
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gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      18 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.8      19 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      22 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      29 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.9      30 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.9      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      31 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      32 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      32 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      33 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      33 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   48 19.5      39 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.5      39 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      40 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      48 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.3      48 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      48 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.3      53 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.3      53 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.3      53 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.3      53 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.3      53 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.2      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      54 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.3      56 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      58 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      58 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      61 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      62 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      62 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      62 
gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131)   43 17.9      62 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      62 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      62 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      62 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      62 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      62 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      62 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      63 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      64 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      64 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      65 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      65 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      66 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      66 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   48 19.6      71 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      73 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      73 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      73 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.9      73 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      75 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      75 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.0      75 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      77 
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gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      77 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      77 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      77 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      77 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      77 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      77 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      77 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      77 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      77 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      77 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      77 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      77 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      77 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      77 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      77 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      77 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      77 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      77 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      77 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      77 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      77 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      77 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      77 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      77 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      77 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      77 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 19.0      78 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      79 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.2      79 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.2      79 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 19.0      80 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      80 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.2      82 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      84 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      85 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.7      87 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      87 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      89 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.7      90 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      94 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      94 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      94 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 15.9      94 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      95 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      97 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      99 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  51 init1:  51 opt:  79  Z-score: 121.0  bits: 29.2 E(): 0.093 
Smith-Waterman score: 79; 37.5% identity (75.0% similar) in 32 aa overlap (2-33:180-210) 
 
                                            10        20        30  
PAT___                              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                                     .:: :. ....::.. .: : : :::. .  
gi|505 NPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIY 
     150       160       170       180       190        200         
 
              40        50        60        70        80            
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG            
       .:                                                           
gi|505 SRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNP 
      210       220       230       240       250       260         
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 104.2  bits: 26.1 E():  0.8 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (16-64:113-160) 
 
                              10        20        30        40      
PAT___                IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
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             90       100       110       120        130       140  
 
          50        60        70        80                          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.9  bits: 25.5 E():  1.2 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (16-64:113-160) 
 
                              10        20        30        40      
PAT___                IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
          50        60        70        80                          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.4  bits: 23.0 E():  4.1 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (13-48:29-64) 
 
                               10        20        30        40     
PAT___                 IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                         
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.9  bits: 22.3 E():    5 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (9-58:21-62) 
 
                           10        20        30        40         
PAT___             IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
       50        60        70        80                             
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                             
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (22-48:83-110) 
 
                        10        20         30        40        50 
PAT___          IVNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
               60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG           
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.0  bits: 20.7 E():  7.2 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (18-35:7-24) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                        : :..:..  .  :  ::                          
gi|897            EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQ 
                          10        20        30        40          
 
               70        80                                 
PAT___ DWTVESTVYVSHRHQRLGLG                                 
                                                            
gi|897 QSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      50        60        70        80        90       100  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 87.0  bits: 22.0 E():  7.2 
Smith-Waterman score: 56; 19.8% identity (51.2% similar) in 86 aa overlap (2-74:62-147) 
 
                                             10        20        30 
PAT___                              IVNHY-IETSTVNFRTEPQTPQEWIDDLERL 
                                     .. : . : . :. .  .. .  ... .:  
gi|668 LREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRS 
              40        50        60        70        80        90  
 
               40          50                  60        70         
PAT___ QDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLG 
       . :::::..  .  .   . :: .   ...:          : :.. : .  .: :     
gi|668 RGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPR 
             100       110       120       130       140       150  
 
       80                                                           
PAT___ LG                                                           
                                                                    
gi|668 SMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWS 
             160       170       180       190       200       210  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.7  bits: 22.7 E():  7.6 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (11-56:262-307) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
               50         60        70        80                    
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLG                    
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.4 E():  7.8 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:79-98) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (17-77:158-215) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
         50        60         70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLG                          
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 85.2  bits: 23.1 E():  9.2 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (16-75:406-472) 
 
                              10        20           30        40   
PAT___                IVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
                 50        60        70        80                   
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                   
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.0 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (49-62:53-66) 
 
       20        30        40        50        60        70         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
       80        
PAT___ LG        
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.1 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (46-62:74-90) 
 
          20        30        40        50        60        70      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
          80                                                        
PAT___ RLGLG                                                        
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
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 initn:  42 init1:  42 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (17-62:97-140) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (46-62:91-107) 
 
          20        30        40        50        60        70      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          80                                                        
PAT___ RLGLG                                                        
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (46-62:91-107) 
 
          20        30        40        50        60        70      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          80                                                        
PAT___ RLGLG                                                        
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (9-58:19-60) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
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               10        20           30        40        50        
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (9-58:19-60) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (9-58:19-60) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.5  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (16-75:404-470) 
 
                              10        20           30        40   
PAT___                IVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
                 50        60        70        80                   
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                   
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.5  bits: 22.8 E():   11 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (16-75:404-470) 
 
                              10        20           30        40   
PAT___                IVNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
                 50        60        70        80                   
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                   
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         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.4 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (2-42:25-65) 
 
                                      10        20        30        
PAT___                        IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                  
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (19-53:109-143) 
 
                           10        20        30        40         
PAT___             IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
       50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
         :.:                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ 
      140       150       160       170 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 54; 25.0% identity (61.1% similar) in 36 aa overlap (1-36:9-44) 
 
                       10        20        30        40        50   
PAT___         IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
               :.   :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLG                                 
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 55; 24.3% identity (62.2% similar) in 37 aa overlap (2-37:248-284) 
 
                                             10        20        30 
PAT___                              IVNHY-IETSTVNFRTEPQTPQEWIDDLERL 
                                     .. : . : . :. .  .. .  ... .:  
gi|125 LKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRS 
       220       230       240       250       260       270        
 
               40        50        60        70        80           
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG           
       . :::::                                                      
gi|125 RGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPR 
       280       290       300       310       320       330        
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>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (63-79:32-48) 
 
             40        50        60        70        80             
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG             
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.2  bits: 19.8 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (27-55:32-61) 
 
                   10        20        30        40         50      
PAT___     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
          60        70        80                            
PAT___ ARNAYDWTVESTVYVSHRHQRLGLG                            
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:114-139) 
 
           10        20        30        40        50        60     
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           70        80                                             
PAT___ ESTVYVSHRHQRLGLG                                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (17-36:113-130) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (27-79:217-268) 
 
                   10        20        30        40        50       
PAT___     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
         60        70        80                                     
PAT___ RNAYDWTVESTVYVSHRHQRLGLG                                     
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (22-45:47-70) 
 
                        10        20        30        40        50  
PAT___          IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
              60        70        80                                
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLG                                
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
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>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (28-71:16-55) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                  . :.   ::      : : ::  .  .:.:.   
gi|391             MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD-- 
                           10        20        30          40       
 
               70        80                                         
PAT___ DWTVESTVYVSHRHQRLGLG                                         
       .:  ...: ::                                                  
gi|391 EWKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNF 
           50        60        70        80        90       100     
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (27-55:162-190) 
 
                   10        20        30        40        50       
PAT___     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
         60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLG 
                                
gi|223 VQ                       
                                
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (14-35:71-92) 
 
                                10        20        30        40    
PAT___                  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
            50        60        70        80                        
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                        
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (14-35:111-130) 
 
                                10        20        30        40    
PAT___                  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
            50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                             
gi|741 FSTLG                                 
      140                                    
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (16-64:110-157) 
 
                              10        20        30        40      
PAT___                IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
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                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
          50        60        70        80                          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (16-64:110-157) 
 
                              10        20        30        40      
PAT___                IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
          50        60        70        80                          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.5 E():   31 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (67-79:63-75) 
 
         40        50        60        70        80                 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (21-47:68-92) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (21-49:69-95) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
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>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (21-49:69-95) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (21-49:69-95) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               60        70        80                               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG                               
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (17-37:121-141) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (16-35:108-126) 
 
                              10        20        30        40      
PAT___                IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
          50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (9-32:101-124) 
 
                                     10        20        30         
PAT___                       IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
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       40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                                  
gi|288 L                                          
                                                  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 19.5 E():   39 
Smith-Waterman score: 48; 22.2% identity (61.1% similar) in 36 aa overlap (1-36:9-44) 
 
                       10        20        30        40        50   
PAT___         IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
               :.   :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLG                                 
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.8  bits: 15.5 E():   39 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:1-14) 
 
             20        30        40        50        60        70   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
             80 
PAT___ RHQRLGLG 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (17-62:66-109) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.9 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (18-35:721-738) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (11-58:1-40) 
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               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                 ..::   : :.:   ...::. . :    : ::     .:   :.  :   
gi|224           ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQE 
                            10        20        30             40   
 
               70        80                                         
PAT___ DWTVESTVYVSHRHQRLGLG                                         
                                                                    
gi|224 FECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRY 
             50        60        70        80        90       100   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.9 E():   48 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (18-35:736-753) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (18-42:135-159) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (18-42:135-159) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (18-42:135-159) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        50        60        70        80                            
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PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (18-42:135-159) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (18-42:135-159) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (18-53:79-115) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
         50        60        70        80  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG  
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (27-43:32-48) 
 
                   10        20        30        40        50       
PAT___     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
         60        70        80                             
PAT___ RNAYDWTVESTVYVSHRHQRLGLG                             
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
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Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (14-35:72-93) 
 
                                10        20        30        40    
PAT___                  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
            50        60        70        80                        
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                        
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (6-45:87-126) 
 
                                        10        20        30      
PAT___                          IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
          40        50        60        70        80                
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (6-45:87-126) 
 
                                        10        20        30      
PAT___                          IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
          40        50        60        70        80                
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (13-35:153-175) 
 
                                 10        20        30        40   
PAT___                   IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
             50        60        70        80                       
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                       
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 18.3 E():   61 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (12-37:52-78) 
 
                                  10         20        30        40 
PAT___                    IVNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
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               50        60        70        80                     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                     
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro  (131 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (1-32:93-124) 
 
                                             10        20        30 
PAT___                               IVNHYIETSTVNFRTEPQTPQEWIDDLERL 
                                     ::..  ..  ...  :: :: .    .::: 
gi|261 TGLFLGGTKYMVIQGEAGAVIRGKKGSGGIIVKKTNQALIIGIYDEPLTPGQCNMIVERL 
             70        80        90       100       110       120   
 
               40        50        60        70        80 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
        :                                                 
gi|261 GDYLIEQGL                                          
            130                                           
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 732



 

 

 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (42-66:242-266) 
 
              20        30        40        50        60        70  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
              80 
PAT___ HRHQRLGLG 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
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Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (17-35:135-153) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (43-63:259-276) 
 
             20        30        40        50        60        70   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
             80 
PAT___ RHQRLGLG 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (18-53:76-115) 
 
                            10        20        30            40    
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
            50        60        70        80                        
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                        
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (31-43:36-48) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               70        80                         
PAT___ DWTVESTVYVSHRHQRLGLG                         
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (31-43:36-48) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               70        80                         
PAT___ DWTVESTVYVSHRHQRLGLG                         
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gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (22-42:139-159) 
 
                        10        20        30        40        50  
PAT___          IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
              60        70        80                                
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLG                                
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (37-61:13-35) 
 
         10        20        30        40        50        60       
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
         70        80                                               
PAT___ TVYVSHRHQRLGLG                                               
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 48; 29.0% identity (51.6% similar) in 31 aa overlap (47-76:12-42) 
 
         20        30        40        50        60        70       
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
          80                                                        
PAT___ RLGLG                                                        
       :                                                            
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.6 E():   73 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (71-80:31-40) 
 
               50        60        70        80                     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                     
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (43-63:277-294) 
 
             20        30        40        50        60        70   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
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                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             80           
PAT___ RHQRLGLG           
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (43-63:277-294) 
 
             20        30        40        50        60        70   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             80           
PAT___ RHQRLGLG           
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 16.9 E():   73 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (25-34:3-12) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                               ::.::.  :.                           
gi|144                       MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSAD 
                                     10        20        30         
 
               70        80                     
PAT___ DWTVESTVYVSHRHQRLGLG                     
                                                
gi|144 EVQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
       40        50        60        70         
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (13-48:37-79) 
 
                                 10        20                 30    
PAT___                   IVNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
            40        50        60        70        80              
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG              
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (21-47:86-112) 
 
                         10        20        30        40        50 
PAT___           IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
               60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLG 
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gi|484 VLACGWVDGEVQE                  
         120                          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (57-64:234-241) 
 
         30        40        50        60        70        80       
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG       
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
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                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
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               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 740



 

 

             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:104-125) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (17-35:135-153) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (20-56:11-47) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                          :. .... ...:  .  . :. .: ..:   ::  ::     
gi|144          MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSN 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ DWTVESTVYVSHRHQRLGLG                                         
                                                                    
gi|144 TSKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGL 
              60        70        80        90       100       110  
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 15.2 E():   79 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (39-61:9-26) 
 
       10        20        30        40        50        60         
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
       70        80 
PAT___ YVSHRHQRLGLG 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 15.2 E():   79 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (54-61:19-26) 
 
            30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                     ::: ..:.                    
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                    
                           10        20                          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (14-35:94-114) 
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                                10        20        30        40    
PAT___                  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
            50        60        70        80                        
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                        
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (6-27:213-232) 
 
                                        10        20        30      
PAT___                          IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
          40        50        60        70        80                
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.9  bits: 15.2 E():   82 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (25-33:7-15) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                               .:::: ..:                            
gi|471                   KITLLEEDLERNEERLQTATERLEEAS                
                                 10        20                       
 
               70        80 
PAT___ DWTVESTVYVSHRHQRLGLG 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (26-51:137-162) 
 
                    10        20        30        40        50      
PAT___      IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
          60        70        80                                    
PAT___ ARNAYDWTVESTVYVSHRHQRLGLG                                    
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (34-54:80-104) 
 
            10        20        30        40            50          
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
      60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLG 
                             
gi|408 LTSFRKV               
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     110                     
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.4  bits: 19.7 E():   87 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (14-76:91-143) 
 
                                10        20        30        40    
PAT___                  IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
            50        60        70        80                        
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                        
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (39-71:85-117) 
 
       10        20        30        40        50        60         
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
       70        80 
PAT___ YVSHRHQRLGLG 
         :          
gi|128 DCSRVN       
          120       
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.3 E():   89 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (42-64:67-89) 
 
              20        30        40        50        60        70  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ HRHQRLGLG                                                    
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.7 E():   90 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (18-35:249-266) 
 
                            10        20        30        40        
PAT___              IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
        50        60        70        80                            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                            
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
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Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (11-32:103-124) 
 
                                   10        20        30        40 
PAT___                     IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
               50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 15.9 E():   94 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (17-34:31-48) 
 
                             10        20        30        40       
PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
         50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.3 E():   95 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (24-70:82-128) 
 
                      10        20        30        40        50    
PAT___        IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
            60        70        80                                  
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLG                                  
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.0 E():   97 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (17-35:148-166) 
 
                             10        20        30        40       
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PAT___               IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
         50        60        70        80                           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG                           
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (16-55:1-40) 
 
               10        20        30        40        50        60 
PAT___ IVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                      .::  :. ... ..:.    :.  .. :   .    :: .      
gi|269                QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLR 
                              10        20        30        40      
 
               70        80                                         
PAT___ DWTVESTVYVSHRHQRLGLG                                         
                                                                    
gi|269 EQCCNELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCP 
          50        60        70        80        90       100      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:39 2011 done: Wed Jan 19 14:40:39 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 25  - 104 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32     5     8:=* 
  34    14    22:==== * 
  36    24    44:======    * 
  38    32    73:========          * 
  40   129   102:=========================*======= 
  42   124   125:===============================* 
  44   147   138:==================================*== 
  46   182   140:==================================*=========== 
  48   126   134:================================ * 
  50   102   122:==========================    * 
  52   111   108:==========================*= 
  54    89    92:======================* 
  56    51    77:=============      * 
  58    55    63:============== * 
  60    45    51:============* 
  62    40    41:==========* 
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  64    41    33:========*== 
  66    27    26:======* 
  68    46    20:====*======= 
  70    25    16:===*=== 
  72     7    12:==* 
  74     5    10:==* 
  76     9     8:=*= 
  78     4     6:=* 
  80    15     5:=*== 
  82     8     3:*= 
  84     9     3:*== 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.35800.0033; mu= 9.4848 0.172 
 mean_var=36.507110.348, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.212269 
 Kolmogorov-Smirnov  statistic: 0.0452 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   79 29.1     0.1 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1    0.85 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.2 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3     5.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3     6.9 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     7.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   56 22.0     7.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.9 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.1 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.7     9.4 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.0     9.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   51 20.4      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.7      12 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.7      12 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   55 21.8      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      17 
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gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      17 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.8      19 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      22 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      28 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      30 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      30 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      30 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      31 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      32 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      32 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.9      32 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.6      36 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      41 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      48 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      50 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      53 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.3      53 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.3      53 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.3      53 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.3      53 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.3      53 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   44 18.3      53 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.3      56 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      59 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      59 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      59 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      60 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      61 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      61 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      61 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      61 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      61 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      61 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      61 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      62 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      62 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      63 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      63 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      63 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      63 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      64 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      64 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      66 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      71 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      71 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.3      71 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.3      71 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   48 19.6      72 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      73 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      73 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      73 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      74 
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gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.3      74 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.3      74 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      75 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      75 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      75 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      75 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      75 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      75 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      75 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      75 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      75 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      75 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      75 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      75 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      75 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      75 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      75 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      75 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      75 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      75 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      75 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      75 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      75 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      75 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      75 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      75 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      75 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      75 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.0      75 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      75 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.3      76 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      77 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 19.0      78 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 19.0      80 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      81 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      82 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      84 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      85 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      88 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.6      88 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.0      90 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      91 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      92 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      92 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      92 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      94 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      96 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      97 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      97 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      97 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  51 init1:  51 opt:  79  Z-score: 120.3  bits: 29.1 E():  0.1 
Smith-Waterman score: 79; 37.5% identity (75.0% similar) in 32 aa overlap (1-32:180-210) 
 
                                             10        20        30 
PAT___                               VNHYIETSTVNFRTEPQTPQEWIDDLERLQ 
                                     .:: :. ....::.. .: : : :::. .  
gi|505 NPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIY 
     150       160       170       180       190        200         
 
               40        50        60        70        80           
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS           
       .:                                                           
gi|505 SRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNP 
      210       220       230       240       250       260         
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.7  bits: 26.1 E(): 0.85 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (15-63:113-160) 
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                               10        20        30        40     
PAT___                 VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
           50        60        70        80                         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.4  bits: 25.4 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (15-63:113-160) 
 
                               10        20        30        40     
PAT___                 VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
           50        60        70        80                         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.2  bits: 22.9 E():  4.2 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (12-47:29-64) 
 
                                10        20        30        40    
PAT___                  VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                        
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.8  bits: 22.3 E():  5.1 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (8-57:21-62) 
 
                            10        20        30        40        
PAT___              VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
        50        60        70        80                            
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                            
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (21-47:83-110) 
 
                         10        20         30        40          
PAT___           VNHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
      50        60        70        80          
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PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS          
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 20.7 E():  7.2 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (17-34:7-24) 
 
               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                       : :..:..  .  :  ::                           
gi|897           EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
                         10        20        30        40        50 
 
               70        80                                
PAT___ WTVESTVYVSHRHQRLGLGS                                
                                                           
gi|897 SGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               60        70        80        90       100  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 86.9  bits: 22.0 E():  7.4 
Smith-Waterman score: 56; 19.8% identity (51.2% similar) in 86 aa overlap (1-73:62-147) 
 
                                              10        20          
PAT___                               VNHY-IETSTVNFRTEPQTPQEWIDDLERL 
                                     .. : . : . :. .  .. .  ... .:  
gi|668 LREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRS 
              40        50        60        70        80        90  
 
      30        40          50                  60        70        
PAT___ QDRYPWLVAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLG 
       . :::::..  .  .   . :: .   ...:          : :.. : .  .: :     
gi|668 RGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPR 
             100       110       120       130       140       150  
 
        80                                                          
PAT___ LGS                                                          
                                                                    
gi|668 SMLPIYRELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWS 
             160       170       180       190       200       210  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.4  bits: 22.7 E():  7.9 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (10-55:262-307) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
      40        50         60        70        80                   
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGS                   
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:79-98) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 751



 

 

                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 85.0  bits: 22.7 E():  9.4 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (16-76:158-215) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
          50        60         70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGS                         
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.8  bits: 23.0 E():  9.6 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (15-74:406-472) 
 
                               10        20           30            
PAT___                 VNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
       40         50        60        70        80                  
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                  
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.5  bits: 20.0 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (48-61:53-66) 
 
        20        30        40        50        60        70        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
        80       
PAT___ LGS       
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.0 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (45-61:74-90) 
 
           20        30        40        50        60        70     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
           80                                                       
PAT___ RLGLGS                                                       
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gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (16-61:97-140) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (45-61:91-107) 
 
           20        30        40        50        60        70     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           80                                                       
PAT___ RLGLGS                                                       
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (45-61:91-107) 
 
           20        30        40        50        60        70     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           80                                                       
PAT___ RLGLGS                                                       
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (8-57:19-60) 
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                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
      50        60        70        80                              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (8-57:19-60) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
      50        60        70        80                              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.4 E():   12 
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (1-41:25-65) 
 
                                       10        20        30       
PAT___                         VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                               :.: .: .::    .:    :     :   :.  :  
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                 
         :..                                                        
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (18-52:109-143) 
 
                            10        20        30        40        
PAT___              VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
         :.:                             
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ  
      140       150       160       170  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (8-57:19-60) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
      50        60        70        80                              
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PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.2  bits: 22.7 E():   12 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (15-74:404-470) 
 
                               10        20           30            
PAT___                 VNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
       40         50        60        70        80                  
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                  
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.2  bits: 22.7 E():   12 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (15-74:404-470) 
 
                               10        20           30            
PAT___                 VNHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
       40         50        60        70        80                  
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                  
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (62-78:32-48) 
 
              40        50        60        70        80            
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS            
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 55; 24.3% identity (62.2% similar) in 37 aa overlap (1-36:248-284) 
 
                                              10        20          
PAT___                               VNHY-IETSTVNFRTEPQTPQEWIDDLERL 
                                     .. : . : . :. .  .. .  ... .:  
gi|125 LKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRS 
       220       230       240       250       260       270        
 
      30        40        50        60        70        80          
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS          
       . :::::                                                      
gi|125 RGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPR 
       280       290       300       310       320       330        
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>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.8 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (26-54:32-61) 
 
                    10        20        30        40         50     
PAT___      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
           60        70        80                           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 757



 

 

gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
 
            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:114-139) 
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            10        20        30        40        50        60    
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            70        80                                            
PAT___ ESTVYVSHRHQRLGLGS                                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (16-35:113-130) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 52; 25.8% identity (64.5% similar) in 31 aa overlap (5-35:14-44) 
 
                        10        20        30        40        50  
PAT___          VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGS                                
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.4  bits: 21.8 E():   19 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (26-78:217-268) 
 
                    10        20        30        40        50      
PAT___      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
          60        70        80                                    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGS                                    
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (21-44:47-70) 
 
                         10        20        30        40        50 
PAT___           VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
               60        70        80                               
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PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGS                               
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (27-70:16-55) 
 
               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                 . :.   ::      : : ::  .  .:.:.  . 
gi|391            MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--E 
                          10        20        30          40        
 
               70        80                                         
PAT___ WTVESTVYVSHRHQRLGLGS                                         
       :  ...: ::                                                   
gi|391 WKGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFN 
          50        60        70        80        90       100      
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (26-54:162-190) 
 
                    10        20        30        40        50      
PAT___      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
          60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGS 
                                 
gi|223 VQ                        
                                 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (13-34:71-92) 
 
                                 10        20        30        40   
PAT___                   VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
             50        60        70        80                       
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                       
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (13-34:111-130) 
 
                                 10        20        30        40   
PAT___                   VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
             50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                                              
gi|741 FSTLG                                  
      140                                     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 18.5 E():   30 
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Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (66-78:63-75) 
 
          40        50        60        70        80                
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (15-63:110-157) 
 
                               10        20        30        40     
PAT___                 VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
           50        60        70        80                         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (15-63:110-157) 
 
                               10        20        30        40     
PAT___                 VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
           50        60        70        80                         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (20-46:68-92) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
      50        60        70        80                              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (20-48:69-95) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      50        60        70        80                              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
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gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (20-48:69-95) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      50        60        70        80                              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (20-48:69-95) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      50        60        70        80                              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS                              
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (16-36:121-141) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (15-34:108-126) 
 
                               10        20        30        40     
PAT___                 VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
           50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:101-124) 
 
                                      10        20        30        
PAT___                        VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
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                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                                                   
gi|288 L                                           
                                                   
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.4  bits: 15.6 E():   36 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:1-14) 
 
              20        30        40        50        60        70  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
              80 
PAT___ RHQRLGLGS 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.5  bits: 20.2 E():   41 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (16-61:66-109) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (10-57:1-40) 
 
               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                ..::   : :.:   ...::. . :    : ::     .:   :.  :    
gi|224          ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEF 
                           10        20        30             40    
 
               70        80                                         
PAT___ WTVESTVYVSHRHQRLGLGS                                         
                                                                    
gi|224 ECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQ 
            50        60        70        80        90       100    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.9 E():   49 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (17-34:721-738) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 763



 

 

>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.9 E():   50 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (17-34:736-753) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (26-42:32-48) 
 
                    10        20        30        40        50      
PAT___      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
          60        70        80                            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGS                            
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (17-41:135-159) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (17-41:135-159) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (17-41:135-159) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
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gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (17-41:135-159) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (17-41:135-159) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (17-52:79-115) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:.   ...:...::    ..  .:.    
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ 
       50        60        70        80        90       100         
 
          50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
       :: ::.:                             
gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP 
      110       120       130       140    
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (13-34:72-93) 
 
                                 10        20        30        40   
PAT___                   VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
             50        60        70        80                       
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                       
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
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             110       120       130       140       150       160  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (5-44:87-126) 
 
                                         10        20        30     
PAT___                           VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
           40        50        60        70        80               
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS               
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (5-44:87-126) 
 
                                         10        20        30     
PAT___                           VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
           40        50        60        70        80               
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS               
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.9 E():   59 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (5-35:14-44) 
 
                        10        20        30        40        50  
PAT___          VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGS                                
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.3 E():   60 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (11-36:52-78) 
 
                                   10         20        30          
PAT___                     VNHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
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              30        40        50        60        70        80  
 
      40        50        60        70        80                    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                    
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 20.6 E():   62 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (12-34:153-175) 
 
                                  10        20        30        40  
PAT___                    VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
              50        60        70        80                      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                      
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (41-65:242-266) 
 
               20        30        40        50        60        70 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
               80 
PAT___ HRHQRLGLGS 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (16-34:135-153) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
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          170       180       190       200       210       220     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (30-42:36-48) 
 
                10        20        30        40        50          
PAT___  VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      60        70        80                        
PAT___ DWTVESTVYVSHRHQRLGLGS                        
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (30-42:36-48) 
 
                10        20        30        40        50          
PAT___  VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      60        70        80                        
PAT___ DWTVESTVYVSHRHQRLGLGS                        
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.6 E():   63 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (17-52:76-115) 
 
                             10        20        30            40   
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
             50        60        70        80                       
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                       
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (42-62:259-276) 
 
              20        30        40        50        60        70  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
              80 
PAT___ RHQRLGLGS 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (36-60:13-35) 
 
          10        20        30        40        50        60      
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
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                                 10        20        30          40 
 
          70        80                                              
PAT___ TVYVSHRHQRLGLGS                                              
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (21-41:139-159) 
 
                         10        20        30        40        50 
PAT___           VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
               60        70        80                               
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGS                               
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.0 E():   71 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (24-33:3-12) 
 
               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                              ::.::.  :.                            
gi|144                      MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADE 
                                    10        20        30          
 
               70        80                    
PAT___ WTVESTVYVSHRHQRLGLGS                    
                                               
gi|144 VQRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
      40        50        60        70         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.6 E():   71 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (70-79:31-40) 
 
      40        50        60        70        80                    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                    
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (47-80:250-290) 
 
         20        30        40        50        60        70       
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 80                                                 
PAT___ ------RLGLGS                                                 
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 19.3 E():   71 
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Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (47-80:250-290) 
 
         20        30        40        50        60        70       
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 80                                                 
PAT___ ------RLGLGS                                                 
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 48; 29.0% identity (51.6% similar) in 31 aa overlap (46-75:12-42) 
 
          20        30        40        50        60         70     
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
           80                                                       
PAT___ RLGLGS                                                       
       :                                                            
gi|947 RTDGSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.6 E():   73 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (20-46:86-112) 
 
                          10        20        30        40          
PAT___            VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
      50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                                       
gi|484 VLACGWVDGEVQE                   
         120                           
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (42-62:277-294) 
 
              20        30        40        50        60        70  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              80          
PAT___ RHQRLGLGS          
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (42-62:277-294) 
 
              20        30        40        50        60        70  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
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              80          
PAT___ RHQRLGLGS          
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.8  bits: 18.3 E():   74 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (12-47:37-79) 
 
                                  10        20                 30   
PAT___                    VNHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
             40        50        60        70        80             
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS             
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.3 E():   74 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (38-60:9-26) 
 
        10        20        30        40        50        60        
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
        70        80 
PAT___ YVSHRHQRLGLGS 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.3 E():   74 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (53-60:19-26) 
 
             30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                                     ::: ..:.                     
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                     
                           10        20                           
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
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>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
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PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
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                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
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      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (56-63:234-241) 
 
          30        40        50        60        70        80      
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS      
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:104-125) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 15.3 E():   76 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (24-32:7-15) 
 
               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                              .:::: ..:                             
gi|471                  KITLLEEDLERNEERLQTATERLEEAS                 
                                10        20                        
 
               70        80 
PAT___ WTVESTVYVSHRHQRLGLGS 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (19-55:11-47) 
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               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                         :. .... ...:  .  . :. .: ..:   ::  ::      
gi|144         MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNT 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ WTVESTVYVSHRHQRLGLGS                                         
                                                                    
gi|144 SKEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLI 
             60        70        80        90       100       110   
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (16-34:135-153) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (13-34:94-114) 
 
                                 10        20        30        40   
PAT___                   VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
             50        60        70        80                       
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                       
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (5-26:213-232) 
 
                                         10        20        30     
PAT___                           VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
           40        50        60        70        80               
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS               
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (33-53:80-104) 
 
             10        20        30        40            50         
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
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       60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGS 
                              
gi|408 LTSFRKV                
     110                      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:137-162) 
 
                     10        20        30        40        50     
PAT___       VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
           60        70        80                                   
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGS                                   
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (38-70:85-117) 
 
        10        20        30        40        50        60        
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
        70        80 
PAT___ YVSHRHQRLGLGS 
         :           
gi|128 DCSRVN        
          120        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (41-63:67-89) 
 
               20        30        40        50        60        70 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ HRHQRLGLGS                                                   
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.3  bits: 19.6 E():   88 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (13-75:91-143) 
 
                                 10        20        30        40   
PAT___                   VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
             50        60        70        80                       
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                       
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
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              180       190       200       210       220       230 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.2  bits: 16.0 E():   90 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (16-33:31-48) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
          50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.1  bits: 19.6 E():   91 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (17-34:249-266) 
 
                             10        20        30        40       
PAT___               VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
         50        60        70        80                           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                           
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (10-31:103-124) 
 
                                    10        20        30          
PAT___                      VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
      40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (23-69:82-128) 
 
                       10        20        30        40        50   
PAT___         VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
             60        70        80                                 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGS                                 
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   96 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (15-54:1-40) 
 
               10        20        30        40        50        60 
PAT___ VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                     .::  :. ... ..:.    :.  .. :   .    :: .       
gi|269               QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLRE 
                             10        20        30        40       
 
               70        80                                         
PAT___ WTVESTVYVSHRHQRLGLGS                                         
                                                                    
gi|269 QCCNELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPF 
         50        60        70        80        90       100       
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (16-34:148-166) 
 
                              10        20        30        40      
PAT___                VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
          50        60        70        80                          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS                          
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (30-42:36-48) 
 
                10        20        30        40        50          
PAT___  VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
      60        70        80                          
PAT___ DWTVESTVYVSHRHQRLGLGS                          
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (30-42:36-48) 
 
                10        20        30        40        50          
PAT___  VNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 781



 

 

          10        20        30        40        50        60      
 
      60        70        80                          
PAT___ DWTVESTVYVSHRHQRLGLGS                          
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:39 2011 done: Wed Jan 19 14:40:39 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 26  - 105 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32     5     8:=* 
  34    15    22:==== * 
  36    25    44:=======   * 
  38    28    73:=======           * 
  40   127   102:=========================*====== 
  42   127   125:===============================* 
  44   144   138:==================================*= 
  46   188   140:==================================*============ 
  48   123   134:===============================  * 
  50   102   122:==========================    * 
  52   111   108:==========================*= 
  54    94    92:======================*= 
  56    48    77:============       * 
  58    53    63:============== * 
  60    48    51:============* 
  62    39    41:==========* 
  64    38    33:========*= 
  66    28    26:======* 
  68    47    20:====*======= 
  70    25    16:===*=== 
  72     6    12:==* 
  74     5    10:==* 
  76    10     8:=*= 
  78     5     6:=* 
  80    15     5:=*== 
  82     8     3:*= 
  84     9     3:*== 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
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 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.45410.0032; mu= 8.9930 0.167 
 mean_var=36.026110.210, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.213681 
 Kolmogorov-Smirnov  statistic: 0.0465 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   78 28.9    0.12 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1    0.83 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.5     1.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 23.0     4.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.4     6.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     6.9 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.7     7.8 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.4     7.9 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.7     8.9 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.7     9.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.1     9.6 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 23.0     9.6 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1      10 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.4      11 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.4      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.7      12 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.7      12 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.8      17 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.8      17 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.8      17 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   54 21.5      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      18 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.8      19 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.2      22 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      22 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.9      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      28 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.6      29 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      30 
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gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      30 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      31 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      31 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   52 20.8      31 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      32 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.9      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      32 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   46 18.9      32 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.7      34 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      40 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      49 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.9      50 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.9      50 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      52 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.3      53 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.3      53 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.3      53 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.3      53 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.3      53 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.3      56 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      58 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      59 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      59 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 18.0      59 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 18.0      59 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 18.0      59 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 18.0      59 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 18.0      59 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 18.0      59 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 18.0      59 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 18.0      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      59 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      61 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      62 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      62 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.0      63 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.6      63 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      63 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      63 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      63 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.0      65 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      69 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      69 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.4      70 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.4      70 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.3      71 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.3      71 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      72 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.4      73 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      73 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      73 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      73 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.7      73 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.7      73 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.7      73 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.7      73 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.7      73 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.7      73 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.7      73 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.7      73 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.7      73 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.7      73 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.7      73 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.7      73 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.7      73 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.7      73 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.7      73 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.7      73 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.7      73 
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gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.7      73 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.7      73 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.7      73 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.7      73 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.7      73 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.7      73 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.7      73 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.7      73 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.7      73 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.7      74 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.0      75 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      76 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 19.0      78 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 19.0      80 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.4      80 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      81 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      83 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      85 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.1      86 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      88 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.6      89 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.4      90 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.4      90 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.4      90 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      92 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      93 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      93 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      95 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      95 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      97 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   40 17.0      98 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.0      98 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.0   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  50 init1:  50 opt:  78  Z-score: 118.9  bits: 28.9 E(): 0.12 
Smith-Waterman score: 78; 38.7% identity (74.2% similar) in 31 aa overlap (1-31:181-210) 
 
                                             10        20        30 
PAT___                               NHYIETSTVNFRTEPQTPQEWIDDLERLQD 
                                     :: :. ....::.. .: : : :::. . . 
gi|505 PKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYS 
              160       170       180       190        200          
 
               40        50        60        70        80           
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST           
       :                                                            
gi|505 RLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPL 
     210       220       230       240       250       260          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.9  bits: 26.1 E(): 0.83 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (14-62:113-160) 
 
                                10        20        30        40    
PAT___                  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
            50        60        70        80                        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.6  bits: 25.5 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (14-62:113-160) 
 
                                10        20        30        40    
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PAT___                  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
            50        60        70        80                        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.4  bits: 23.0 E():  4.1 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (11-46:29-64) 
 
                                 10        20        30        40   
PAT___                   NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                       
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 90.0  bits: 22.3 E():    5 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (7-56:21-62) 
 
                             10        20        30        40       
PAT___               NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
         50        60        70        80                           
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                           
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (20-46:83-110) 
 
                          10        20         30        40         
PAT___            NHYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
       50        60        70        80         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST         
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.4  bits: 20.7 E():  6.9 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (16-33:7-24) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                      : :..:..  .  :  ::                            
gi|897          EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQS 
                        10        20        30        40        50  
 
               70        80                               
PAT___ TVESTVYVSHRHQRLGLGST                               

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 786



 

 

                                                          
gi|897 GQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
              60        70        80        90       100  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.5  bits: 22.7 E():  7.8 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (9-54:262-307) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
       40         50        60        70        80                  
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGST                  
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:79-98) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.4  bits: 21.7 E():  8.9 
Smith-Waterman score: 55; 20.3% identity (50.6% similar) in 79 aa overlap (6-72:69-147) 
 
                                        10        20        30      
PAT___                          NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|668 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
       40        50        60        70        80        90         
 
          40          50                  60        70        80    
PAT___ VAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGST    
       ..  .  .   . :: .   ...:          : :.. : .  .: :            
gi|668 TGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYR 
      100       110       120       130       140       150         
 
gi|668 ELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLT 
      160       170       180       190       200       210         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (15-75:158-215) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
           50        60         70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST                        
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
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gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.1 E():  9.6 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (47-60:53-66) 
 
         20        30        40        50        60        70       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
         80      
PAT___ LGST      
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.8  bits: 23.0 E():  9.6 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (14-73:406-472) 
 
                                10        20           30           
PAT___                  NHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
        40         50        60        70        80                 
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                 
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.5  bits: 21.1 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (44-60:74-90) 
 
            20        30        40        50        60        70    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
            80                                                      
PAT___ RLGLGST                                                      
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (44-60:91-107) 
 
            20        30        40        50        60        70    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            80                                                      
PAT___ RLGLGST                                                      
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (44-60:91-107) 
 
            20        30        40        50        60        70    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            80                                                      
PAT___ RLGLGST                                                      
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (15-60:97-140) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (17-51:109-143) 
 
                             10        20        30        40       
PAT___               NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
         50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
         :.:                              
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ   
      140       150       160       170   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (7-56:19-60) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
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               10        20           30        40        50        
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.4  bits: 22.4 E():   11 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (7-56:19-60) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (7-56:19-60) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.2  bits: 22.7 E():   12 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (14-73:404-470) 
 
                                10        20           30           
PAT___                  NHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
        40         50        60        70        80                 
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                 
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 83.2  bits: 22.7 E():   12 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (14-73:404-470) 
 
                                10        20           30           
PAT___                  NHYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
        40         50        60        70        80                 
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                 
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         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (61-77:32-48) 
 
               40        50        60        70        80           
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST           
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (25-53:32-61) 
 
                     10        20        30        40         50    
PAT___       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
            60        70        80                          
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
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             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:114-139) 
 
             10        20        30        40        50        60   
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             70        80                                           
PAT___ ESTVYVSHRHQRLGLGST                                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 79.7  bits: 21.5 E():   18 
Smith-Waterman score: 54; 26.7% identity (63.3% similar) in 30 aa overlap (6-35:255-284) 
 
                                        10        20        30      
PAT___                          NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|125 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
          230       240       250       260       270       280     
 
          40        50        60        70        80                
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                
                                                                    
gi|125 TGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYR 
          290       300       310       320       330       340     
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (15-34:113-130) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 52; 25.8% identity (64.5% similar) in 31 aa overlap (4-34:14-44) 
 
                         10        20        30        40        50 
PAT___           NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
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               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGST                               
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.4  bits: 21.8 E():   19 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (25-77:217-268) 
 
                     10        20        30        40        50     
PAT___       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
           60        70        80                                   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGST                                   
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (20-43:47-70) 
 
                          10        20        30        40          
PAT___            NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
      50        60        70        80                              
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGST                              
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 19.8 E():   22 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (26-69:16-55) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                . :.   ::      : : ::  .  .:.:.  .: 
gi|391           MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EW 
                         10        20        30          40         
 
               70        80                                         
PAT___ TVESTVYVSHRHQRLGLGST                                         
         ...: ::                                                    
gi|391 KGKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNN 
         50        60        70        80        90       100       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (25-53:162-190) 
 
                     10        20        30        40        50     
PAT___       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
           60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGST 
                                  
gi|223 VQ                         
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>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (12-33:71-92) 
 
                                  10        20        30        40  
PAT___                    NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
              50        60        70        80                      
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                      
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (12-33:111-130) 
 
                                  10        20        30        40  
PAT___                    NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
              50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                               
gi|741 FSTLG                                   
      140                                      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.1  bits: 18.6 E():   29 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (65-77:63-75) 
 
           40        50        60        70        80               
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST               
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (14-62:110-157) 
 
                                10        20        30        40    
PAT___                  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
            50        60        70        80                        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (14-62:110-157) 
 
                                10        20        30        40    
PAT___                  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
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            50        60        70        80                        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                        
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (19-45:68-92) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (19-47:69-95) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (19-47:69-95) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (19-47:69-95) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       50        60        70        80                             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST                             
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
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>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 52; 32.4% identity (51.4% similar) in 37 aa overlap (45-80:12-47) 
 
           20        30        40        50        60         70    
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
            80                                                      
PAT___ RLGLGST                                                      
       :   :::                                                      
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (14-33:108-126) 
 
                                10        20        30        40    
PAT___                  NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
            50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:101-124) 
 
                                       10        20        30       
PAT___                         NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
         40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                                    
gi|288 L                                            
                                                    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (15-35:121-141) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (16-51:79-115) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:..  ...:...::    ..   :.    
gi|476 KAEATTDKDGWYKIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQ 
       50        60        70        80        90       100         
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           50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
       :: ::.:                              
gi|476 GIRYANPIAFFRKEPLKECGGILQAY           
      110       120       130               
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.9  bits: 15.7 E():   34 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:1-14) 
 
               20        30        40        50        60        70 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
               80 
PAT___ RHQRLGLGST 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.5  bits: 20.2 E():   40 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (15-60:66-109) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (9-56:1-40) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
               ..::   : :.:   ...::. . :    : ::     .:   :.  :     
gi|224         ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFE 
                          10        20        30             40     
 
               70        80                                         
PAT___ TVESTVYVSHRHQRLGLGST                                         
                                                                    
gi|224 CAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQS 
           50        60        70        80        90       100     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.9 E():   50 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (16-33:721-738) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.8  bits: 20.9 E():   50 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (16-33:736-753) 
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                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (25-41:32-48) 
 
                     10        20        30        40        50     
PAT___       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
           60        70        80                           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGST                           
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (16-40:135-159) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (16-40:135-159) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (16-40:135-159) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          50        60        70        80                          
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PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (16-40:135-159) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (16-40:135-159) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (12-33:72-93) 
 
                                  10        20        30        40  
PAT___                    NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
              50        60        70        80                      
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                      
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (4-34:14-44) 
 
                         10        20        30        40        50 
PAT___           NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGST                               
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 801



 

 

Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (4-43:87-126) 
 
                                          10        20        30    
PAT___                            NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
            40        50        60        70        80              
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST              
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (4-43:87-126) 
 
                                          10        20        30    
PAT___                            NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
            40        50        60        70        80              
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST              
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
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Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (10-35:52-78) 
 
                                    10         20        30         
PAT___                      NHYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
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              30        40        50        60        70        80  
 
       40        50        60        70        80                   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                   
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (40-64:242-266) 
 
      10        20        30        40        50        60          
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
      70        80 
PAT___ HRHQRLGLGST 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.7 E():   62 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (29-41:36-48) 
 
                 10        20        30        40        50         
PAT___   NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       60        70        80                       
PAT___ DWTVESTVYVSHRHQRLGLGST                       
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.7 E():   62 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (29-41:36-48) 
 
                 10        20        30        40        50         
PAT___   NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       60        70        80                       
PAT___ DWTVESTVYVSHRHQRLGLGST                       
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (15-33:135-153) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.0  bits: 20.6 E():   63 
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Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (11-33:153-175) 
 
                                   10        20        30        40 
PAT___                     NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
               50        60        70        80                     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                     
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (16-51:76-115) 
 
                              10        20        30            40  
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
              50        60        70        80                      
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                      
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (35-59:13-35) 
 
           10        20        30        40        50        60     
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
           70        80                                             
PAT___ TVYVSHRHQRLGLGST                                             
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 19.0 E():   63 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (41-61:259-276) 
 
               20        30        40        50        60        70 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
               80 
PAT___ RHQRLGLGST 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (20-40:139-159) 
 
                          10        20        30        40          
PAT___            NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
      50        60        70        80                              
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGST                              
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gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (23-32:3-12) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                             ::.::.  :.                             
gi|144                     MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEV 
                                   10        20        30        40 
 
               70        80                   
PAT___ TVESTVYVSHRHQRLGLGST                   
                                              
gi|144 QRMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
               50        60        70         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.7 E():   69 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (69-78:31-40) 
 
       40        50        60        70        80                   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                   
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.2  bits: 15.4 E():   70 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (52-59:19-26) 
 
              30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     ::: ..:.                      
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                      
                           10        20                            
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.2  bits: 15.4 E():   70 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (37-59:9-26) 
 
         10        20        30        40        50        60       
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
         70        80 
PAT___ YVSHRHQRLGLGST 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (46-79:250-290) 
 
          20        30        40        50        60        70      
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  80                                                
PAT___ ------RLGLGST                                                
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
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>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (46-79:250-290) 
 
          20        30        40        50        60        70      
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  80                                                
PAT___ ------RLGLGST                                                
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (19-45:86-112) 
 
                           10        20        30        40         
PAT___             NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
       50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                        
gi|484 VLACGWVDGEVQE                    
         120                            
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.9  bits: 15.4 E():   73 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (23-31:7-15) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                             .:::: ..:                              
gi|471                 KITLLEEDLERNEERLQTATERLEEAS                  
                               10        20                         
 
               70        80 
PAT___ TVESTVYVSHRHQRLGLGST 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (11-46:37-79) 
 
                                   10        20                 30  
PAT___                     NHYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
              40        50        60        70        80            
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST            
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (41-61:277-294) 
 
               20        30        40        50        60        70 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
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               80         
PAT___ RHQRLGLGST         
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (41-61:277-294) 
 
               20        30        40        50        60        70 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               80         
PAT___ RHQRLGLGST         
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
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       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
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             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:104-125) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (55-62:234-241) 
 
           30        40        50        60        70        80     
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST     
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (18-54:11-47) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                        :. .... ...:  .  . :. .: ..:   ::  ::       
gi|144        MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTS 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ TVESTVYVSHRHQRLGLGST                                         
                                                                    
gi|144 KEEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLIS 
            60        70        80        90       100       110    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (15-33:135-153) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (12-33:94-114) 
 
                                  10        20        30        40  
PAT___                    NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
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gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
              50        60        70        80                      
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                      
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (32-52:80-104) 
 
              10        20        30        40            50        
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGST 
                               
gi|408 LTSFRKV                 
     110                       
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (4-25:213-232) 
 
                                          10        20        30    
PAT___                            NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
            40        50        60        70        80              
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST              
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (37-69:85-117) 
 
         10        20        30        40        50        60       
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
         70        80 
PAT___ YVSHRHQRLGLGST 
         :            
gi|128 DCSRVN         
          120         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (24-49:137-162) 
 
                      10        20        30        40        50    
PAT___        NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
            60        70        80                                  
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGST                                  
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
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        170       180       190       200       210       220       
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 16.1 E():   86 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (15-32:31-48) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
           50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.3 E():   88 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (40-62:67-89) 
 
      10        20        30        40        50        60          
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ HRHQRLGLGST                                                  
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.2  bits: 19.6 E():   89 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (12-74:91-143) 
 
                                  10        20        30        40  
PAT___                    NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
              50        60        70        80                      
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                      
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
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             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:103-124) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.6 E():   92 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (16-33:249-266) 
 
                              10        20        30        40      
PAT___                NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
          50        60        70        80                          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                          
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (22-68:82-128) 
 
                        10        20        30        40        50  
PAT___          NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
              60        70        80                                
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGST                                
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   93 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (14-53:1-40) 
 
               10        20        30        40        50        60 
PAT___ NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                    .::  :. ... ..:.    :.  .. :   .    :: .        
gi|269              QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQ 
                            10        20        30        40        
 
               70        80                                         
PAT___ TVESTVYVSHRHQRLGLGST                                         
                                                                    
gi|269 CCNELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFI 
        50        60        70        80        90       100        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (29-41:36-48) 
 
                 10        20        30        40        50         
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PAT___   NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
       60        70        80                         
PAT___ DWTVESTVYVSHRHQRLGLGST                         
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (29-41:36-48) 
 
                 10        20        30        40        50         
PAT___   NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
       60        70        80                         
PAT___ DWTVESTVYVSHRHQRLGLGST                         
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (15-33:148-166) 
 
                               10        20        30        40     
PAT___                 NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
           50        60        70        80                         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST                         
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 40; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:87-108) 
 
                                     10        20        30         
PAT___                       NHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  :: :: .    .::: :         
gi|218 MVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPLTPGQCNIVVERLGDYLIEQGL  
         60        70        80        90       100       110       
 
       40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (44-55:13-24) 
 
            20        30        40        50        60        70    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
            80                                                      
PAT___ RLGLGST                                                      
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
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>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (35-53:80-98) 
 
           10        20        30        40        50        60     
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
           70        80 
PAT___ TVYVSHRHQRLGLGST 
                        
gi|671 STNCATVK         
     110                
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:39 2011 done: Wed Jan 19 14:40:40 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 27  - 106 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32     5     8:=* 
  34    16    22:==== * 
  36    27    44:=======   * 
  38    45    73:============      * 
  40   110   102:=========================*== 
  42   120   125:============================== * 
  44   144   138:==================================*= 
  46   189   140:==================================*============= 
  48   124   134:===============================  * 
  50   105   122:===========================   * 
  52   112   108:==========================*= 
  54    94    92:======================*= 
  56    46    77:============       * 
  58    56    63:============== * 
  60    48    51:============* 
  62    35    41:========= * 
  64    39    33:========*= 
  66    29    26:======*= 
  68    48    20:====*======= 
  70    25    16:===*=== 
  72     5    12:==* 
  74     8    10:==* 
  76     8     8:=* 
  78     5     6:=* 
  80    16     5:=*== 
  82     8     3:*= 
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  84     7     3:*= 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.55280.00325; mu= 8.4733 0.169 
 mean_var=36.606510.370, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.211980 
 Kolmogorov-Smirnov  statistic: 0.0397 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   71 26.6    0.59 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.0    0.89 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.4 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3     5.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3     6.9 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     7.1 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.6     8.2 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.3 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.7     9.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.1     9.8 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6     9.8 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      10 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   58 22.6      13 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   58 22.6      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.7      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   54 21.4      19 
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gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   52 20.8      20 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.7      20 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      23 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      25 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      28 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      29 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.6      29 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      31 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      32 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      32 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      32 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      32 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.9      32 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   52 20.8      33 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.7      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      33 
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)   45 18.6      40 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      42 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      51 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      52 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      52 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      53 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      54 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      54 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      54 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      54 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      54 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      58 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      60 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 18.0      60 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 18.0      60 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 18.0      60 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 18.0      60 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 18.0      60 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 18.0      60 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 18.0      60 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 18.0      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      60 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      61 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      61 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      62 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      62 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      63 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      64 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      64 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      64 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.5      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      67 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.4      69 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.4      69 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      69 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      70 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.4      71 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      72 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      74 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      74 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.7      74 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.7      74 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.7      74 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.7      74 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.7      74 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.7      74 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.7      74 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.7      74 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.7      74 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.7      74 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.7      74 
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gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.7      74 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.7      74 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.7      74 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.7      74 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.7      74 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.7      74 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.7      74 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.7      74 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.7      74 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.7      74 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.7      74 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.7      74 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.7      74 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.7      74 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.7      74 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      74 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.7      74 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      75 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      75 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      77 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      77 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      81 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      81 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.9      83 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      84 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      84 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.1      85 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      87 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      87 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      87 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      88 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      90 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      91 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      91 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      91 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.6      93 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      94 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      95 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      96 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      96 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      96 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.0      99 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   40 17.0      99 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 14.8   1e 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  71  Z-score: 106.6  bits: 26.6 E(): 0.59 
Smith-Waterman score: 71; 36.7% identity (73.3% similar) in 30 aa overlap (1-30:182-210) 
 
                                             10        20        30 
PAT___                               HYIETSTVNFRTEPQTPQEWIDDLERLQDR 
                                     : :. ....::.. .: : : :::. . .: 
gi|505 KEARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSR 
             160       170       180       190        200       210 
 
               40        50        60        70        80           
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL           
                                                                    
gi|505 LHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLH 
              220       230       240       250       260       270 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.4  bits: 26.0 E(): 0.89 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (13-61:113-160) 
 
                                 10        20        30        40   
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
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             50        60        70        80                       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.0  bits: 25.4 E():  1.4 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (13-61:113-160) 
 
                                 10        20        30        40   
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
             50        60        70        80                       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.0  bits: 22.9 E():  4.4 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (10-45:29-64) 
 
                                  10        20        30        40  
PAT___                    HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                      
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.7  bits: 22.3 E():  5.2 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (6-55:21-62) 
 
                              10        20        30        40      
PAT___                HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
          50        60        70        80                          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                          
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (19-45:83-110) 
 
                           10        20         30        40        
PAT___             HYIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
        50        60        70        80        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL        
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 87.2  bits: 20.7 E():  7.1 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (15-32:7-24) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                     : :..:..  .  :  ::                             
gi|897         EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSG 
                       10        20        30        40        50   
 
               70        80                              
PAT___ VESTVYVSHRHQRLGLGSTL                              
                                                         
gi|897 QGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
             60        70        80        90       100  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.1  bits: 22.6 E():  8.2 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (8-53:262-307) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
        40         50        60        70        80                 
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                 
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.9  bits: 22.3 E():  8.3 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:79-98) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 55; 20.3% identity (50.6% similar) in 79 aa overlap (5-71:69-147) 
 
                                         10        20        30     
PAT___                           HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|668 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
       40        50        60        70        80        90         
 
           40          50                  60        70        80   
PAT___ VAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTL   
       ..  .  .   . :: .   ...:          : :.. : .  .: :            
gi|668 TGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYR 
      100       110       120       130       140       150         
 
gi|668 ELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLT 
      160       170       180       190       200       210         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.1 E():  9.8 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (46-59:53-66) 
 
          20        30        40        50        60        70      
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PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
          80     
PAT___ LGSTL     
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.6  bits: 22.6 E():  9.8 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (14-74:158-215) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
            50        60         70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTL                       
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.3  bits: 22.9 E():   10 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (13-72:406-472) 
 
                                 10        20           30          
PAT___                   HYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
         40         50        60        70        80                
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.0 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (43-59:74-90) 
 
             20        30        40        50        60        70   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
             80                                                     
PAT___ RLGLGSTL                                                     
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (43-59:91-107) 
 
             20        30        40        50        60        70   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
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                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             80                                                     
PAT___ RLGLGSTL                                                     
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (43-59:91-107) 
 
             20        30        40        50        60        70   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             80                                                     
PAT___ RLGLGSTL                                                     
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (14-59:97-140) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (16-50:109-143) 
 
                              10        20        30        40      
PAT___                HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
          50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
         :.:                               
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ    
      140       150       160       170    
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (6-55:19-60) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (6-55:19-60) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (6-55:19-60) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  41 init1:  41 opt:  58  Z-score: 82.7  bits: 22.6 E():   13 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (13-72:404-470) 
 
                                 10        20           30          
PAT___                   HYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|289 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
         40         50        60        70        80                
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|289 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|289 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
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 initn:  41 init1:  41 opt:  58  Z-score: 82.7  bits: 22.6 E():   13 
Smith-Waterman score: 58; 25.4% identity (53.7% similar) in 67 aa overlap (13-72:404-470) 
 
                                 10        20           30          
PAT___                   HYIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|283 MYHSMIGHIVDPYHKMGLAPSLEHPETVLRDPVFYQLWKRVDHLFQKYKNRLPRYTHDEL 
           380       390       400       410       420       430    
 
         40         50        60        70        80                
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|283 AFEGVKVENVDVGKLYTYFEQYDMSLDMAVYVNNVDQISNVDVQLAVRLNHKPFTYNIEV 
           440       450       460       470       480       490    
 
gi|283 SSDKAQDVYVAVFLGPKYDYLGREYDLNDRRHYFVEMDRFPYHVGAGKTVIERNSHDSNI 
           500       510       520       530       540       550    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (24-52:32-61) 
 
                      10        20        30        40         50   
PAT___        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
             60        70        80                         
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 20.7 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (60-76:32-48) 
 
      30        40        50        60        70        80          
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL          
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:114-139) 
 
              10        20        30        40        50        60  
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              70        80                                          
PAT___ ESTVYVSHRHQRLGLGSTL                                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (14-33:113-130) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 79.4  bits: 21.4 E():   19 
Smith-Waterman score: 54; 26.7% identity (63.3% similar) in 30 aa overlap (5-34:255-284) 
 
                                         10        20        30     
PAT___                           HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|125 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
          230       240       250       260       270       280     
 
           40        50        60        70        80               
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL               
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gi|125 TGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYR 
          290       300       310       320       330       340     
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 52; 25.8% identity (64.5% similar) in 31 aa overlap (3-33:14-44) 
 
                          10        20        30        40          
PAT___            HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTL                              
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.0  bits: 21.7 E():   20 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (24-76:217-268) 
 
                      10        20        30        40        50    
PAT___        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
            60        70        80                                  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTL                                  
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.1  bits: 20.1 E():   23 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (19-42:47-70) 
 
                           10        20        30        40         
PAT___             HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
       50        60        70        80                             
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                             
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (25-68:16-55) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                               . :.   ::      : : ::  .  .:.:.  .:  
gi|391          MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWK 
                        10        20        30          40          
 
               70        80                                         
PAT___ VESTVYVSHRHQRLGLGSTL                                         
        ...: ::                                                     
gi|391 GKKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNA 
        50        60        70        80        90       100        
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (24-52:162-190) 
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                      10        20        30        40        50    
PAT___        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
            60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTL 
                                   
gi|223 VQ                          
                                   
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (11-32:111-130) 
 
                                   10        20        30        40 
PAT___                     HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
               50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                                
gi|741 FSTLG                                    
      140                                       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.1 E():   29 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (11-32:71-92) 
 
                                   10        20        30        40 
PAT___                     HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
               50        60        70        80                     
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                     
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 18.6 E():   29 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (64-76:63-75) 
 
            40        50        60        70        80              
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL              
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (18-44:68-92) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
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         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (18-46:69-95) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (18-46:69-95) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (18-46:69-95) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        50        60        70        80                            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                            
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (13-61:110-157) 
 
                                 10        20        30        40   
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
             50        60        70        80                       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (13-61:110-157) 
 
                                 10        20        30        40   
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PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
             50        60        70        80                       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                       
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (13-32:108-126) 
 
                                 10        20        30        40   
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
             50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:101-124) 
 
                                        10        20        30      
PAT___                          HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
          40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                                     
gi|288 L                                             
                                                     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 32.4% identity (51.4% similar) in 37 aa overlap (44-79:12-47) 
 
            20        30        40        50        60         70   
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
             80                                                     
PAT___ RLGLGSTL                                                     
       :   :::                                                      
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.1  bits: 15.7 E():   33 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:1-14) 
 
      10        20        30        40        50        60          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
      70        80 
PAT___ RHQRLGLGSTL 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
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Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (14-34:121-141) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=Major  (134 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 18.6 E():   40 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (15-50:79-115) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA- 
                                     ..:..  ...:...::    ..   :.    
gi|476 KAEATTDKDGWYKIEIDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQ 
       50        60        70        80        90       100         
 
            50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
       :: ::.:                               
gi|476 GIRYANPIAFFRKEPLKECGGILQAY            
      110       120       130                
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (14-59:66-109) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (8-55:1-40) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
              ..::   : :.:   ...::. . :    : ::     .:   :.  :      
gi|224        ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFEC 
                         10        20        30             40      
 
               70        80                                         
PAT___ VESTVYVSHRHQRLGLGSTL                                         
                                                                    
gi|224 AGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQ 
          50        60        70        80        90       100      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.5  bits: 20.8 E():   52 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (15-32:721-738) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
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           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (24-40:32-48) 
 
                      10        20        30        40        50    
PAT___        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
            60        70        80                          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTL                          
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.4  bits: 20.8 E():   53 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (15-32:736-753) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (15-39:135-159) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (15-39:135-159) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (15-39:135-159) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (15-39:135-159) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (15-39:135-159) 
 
                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (11-32:72-93) 
 
                                   10        20        30        40 
PAT___                     HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
               50        60        70        80                     
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                     
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (3-33:14-44) 
 
                          10        20        30        40          
PAT___            HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:..  .: ..    : . :.                 
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gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTL                              
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___+ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
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        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.3 E():   60 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (9-34:52-78) 
 
                                     10         20        30        
PAT___                       HYIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
        40        50        60        70        80                  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                  
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (3-42:87-126) 
 
                                           10        20        30   
PAT___                             HYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
             40        50        60        70        80             
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL             
       :.. . . :.                                                   
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gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (3-42:87-126) 
 
                                           10        20        30   
PAT___                             HYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
             40        50        60        70        80             
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL             
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (28-40:36-48) 
 
                  10        20        30        40        50        
PAT___    HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        60        70        80                      
PAT___ DWTVESTVYVSHRHQRLGLGSTL                      
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (28-40:36-48) 
 
                  10        20        30        40        50        
PAT___    HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        60        70        80                      
PAT___ DWTVESTVYVSHRHQRLGLGSTL                      
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (39-63:242-266) 
 
       10        20        30        40        50        60         
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
       70        80 
PAT___ HRHQRLGLGSTL 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (34-58:13-35) 
 
            10        20        30        40        50        60    
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
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gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
            70        80                                            
PAT___ TVYVSHRHQRLGLGSTL                                            
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (15-50:76-115) 
 
                               10        20            30        40 
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
               50        60        70        80                     
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                     
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (14-32:135-153) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (40-60:259-276) 
 
      10        20        30        40        50        60          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
      70        80 
PAT___ RHQRLGLGSTL 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 20.5 E():   66 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (10-32:153-175) 
 
                                    10        20        30          
PAT___                      HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
      40        50        60        70        80                    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                    
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (19-39:139-159) 
 
                           10        20        30        40         
PAT___             HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
       50        60        70        80                             
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                             
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.4 E():   69 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (51-58:19-26) 
 
               30        40        50        60        70        80 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.4 E():   69 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (36-58:9-26) 
 
          10        20        30        40        50        60      
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
          70        80 
PAT___ YVSHRHQRLGLGSTL 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (22-31:3-12) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                            ::.::.  :.                              
gi|144                    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQ 
                                  10        20        30        40  
 
               70        80                  
PAT___ VESTVYVSHRHQRLGLGSTL                  
                                             
gi|144 RMMAEIDTDGDGFIDFNEFISFCNANPGLMKDVAKVF 
              50        60        70         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (68-77:31-40) 
 
        40        50        60        70        80                  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                  
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 15.4 E():   71 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (22-30:7-15) 
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               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                            .:::: ..:                               
gi|471                KITLLEEDLERNEERLQTATERLEEAS                   
                              10        20                          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (18-44:86-112) 
 
                            10        20        30        40        
PAT___              HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                         
gi|484 VLACGWVDGEVQE                     
         120                             
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (45-78:250-290) 
 
           20        30        40        50        60        70     
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   80                                               
PAT___ ------RLGLGSTL                                               
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (45-78:250-290) 
 
           20        30        40        50        60        70     
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   80                                               
PAT___ ------RLGLGSTL                                               
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
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                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
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        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
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                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
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        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (10-45:37-79) 
 
                                    10        20                 30 
PAT___                      HYIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
               40        50        60        70        80           
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL           
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:104-125) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (40-60:277-294) 
 
      10        20        30        40        50        60          
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PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      70        80        
PAT___ RHQRLGLGSTL        
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (40-60:277-294) 
 
      10        20        30        40        50        60          
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      70        80        
PAT___ RHQRLGLGSTL        
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (54-61:234-241) 
 
            30        40        50        60        70        80    
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL    
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (17-53:11-47) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                       :. .... ...:  .  . :. .: ..:   ::  ::        
gi|144       MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSK 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ VESTVYVSHRHQRLGLGSTL                                         
                                                                    
gi|144 EEIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISS 
           60        70        80        90       100       110     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (14-32:135-153) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                        
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
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>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (31-51:80-104) 
 
               10        20        30        40            50       
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
         60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTL 
                                
gi|408 LTSFRKV                  
     110                        
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (11-32:94-114) 
 
                                   10        20        30        40 
PAT___                     HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
               50        60        70        80                     
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                     
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (36-68:85-117) 
 
          10        20        30        40        50        60      
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
          70        80 
PAT___ YVSHRHQRLGLGSTL 
         :             
gi|128 DCSRVN          
          120          
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (3-24:213-232) 
 
                                           10        20        30   
PAT___                             HYIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
             40        50        60        70        80             
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL             
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.6  bits: 16.1 E():   85 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (14-31:31-48) 
 
                                10        20        30        40    
PAT___                  HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
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                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
            50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (13-60:157-208) 
 
                                 10        20        30          40 
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
               50          60        70        80                   
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTL                   
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (13-60:157-208) 
 
                                 10        20        30          40 
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
               50          60        70        80                   
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTL                   
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (13-60:157-208) 
 
                                 10        20        30          40 
PAT___                   HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
               50          60        70        80                   
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTL                   
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (23-48:137-162) 
 
                       10        20        30        40        50   
PAT___         HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
             60        70        80                                 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTL                                 
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
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>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.3 E():   90 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (39-61:67-89) 
 
       10        20        30        40        50        60         
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
       70        80                                                 
PAT___ HRHQRLGLGSTL                                                 
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:103-124) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.9  bits: 19.6 E():   93 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (11-73:91-143) 
 
                                   10        20        30        40 
PAT___                     HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
               50        60        70        80                     
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                     
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
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gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (13-52:1-40) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                   .::  :. ... ..:.    :.  .. :   .    :: .         
gi|269             QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQC 
                           10        20        30        40         
 
               70        80                                         
PAT___ VESTVYVSHRHQRLGLGSTL                                         
                                                                    
gi|269 CNELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIA 
       50        60        70        80        90       100         
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (21-67:82-128) 
 
                         10        20        30        40        50 
PAT___           HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
               60        70        80                               
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTL                               
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   96 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (28-40:36-48) 
 
                  10        20        30        40        50        
PAT___    HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
        60        70        80                        
PAT___ DWTVESTVYVSHRHQRLGLGSTL                        
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   96 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (28-40:36-48) 
 
                  10        20        30        40        50        
PAT___    HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
        60        70        80                        
PAT___ DWTVESTVYVSHRHQRLGLGSTL                        
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.6 E():   96 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (15-32:249-266) 
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                               10        20        30        40     
PAT___                 HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
           50        60        70        80                         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL                         
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (43-54:13-24) 
 
             20        30        40        50        60        70   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
             80                                                     
PAT___ RLGLGSTL                                                     
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:87-108) 
 
                                      10        20        30        
PAT___                        HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  :: :: .    .::: :         
gi|218 MVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPLTPGQCNIVVERLGDYLIEQGL  
         60        70        80        90       100       110       
 
        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.3  bits: 14.8 E(): 1e 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:6-19) 
 
               10        20        30        40        50        60 
PAT___ HYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT 
                                 .:: .: :.  :.:                     
gi|183                      ATGKVVQDIMPPLLFVVQGKEKPSS               
                                    10        20                    
 
               70        80 
PAT___ VESTVYVSHRHQRLGLGSTL 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:40 2011 done: Wed Jan 19 14:40:40 2011 
 Total Scan time:  0.080 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>PAT___: 28  - 107 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:*= 
  32     5     8:==* 
  34    17    22:====== * 
  36    31    44:===========   * 
  38    46    73:================        * 
  40   113   102:=================================*==== 
  42   121   125:=========================================* 
  44   148   138:=============================================*==== 
  46   170   140:==============================================*========== 
  48   123   134:=========================================   * 
  50   102   122:==================================      * 
  52   115   108:===================================*=== 
  54    96    92:==============================*= 
  56    46    77:================         * 
  58    59    63:====================* 
  60    48    51:================* 
  62    37    41:=============* 
  64    40    33:==========*=== 
  66    28    26:========*= 
  68    46    20:======*========= 
  70    28    16:=====*==== 
  72     5    12:== * 
  74     6    10:== * 
  76     9     8:==* 
  78     5     6:=* 
  80    14     5:=*=== 
  82     8     3:*== 
  84     7     3:*== 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.59160.00326; mu= 8.3136 0.170 
 mean_var=36.132910.306, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.213365 
 Kolmogorov-Smirnov  statistic: 0.0383 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.0    0.87 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.3 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   62 23.9     3.9 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.3 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.3     5.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.4     6.7 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     6.9 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.6     8.1 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.2 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.7     9.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.1     9.5 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6     9.7 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1      10 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   54 21.4      19 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.7      20 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      22 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      22 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      24 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      28 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.2      28 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.6      29 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      31 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      31 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.9      32 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      32 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.8      32 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.8      32 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.8      32 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   52 20.8      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      33 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.2      42 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.2      51 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      52 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      52 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      53 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      54 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      54 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      54 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      54 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      54 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      57 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 18.0      59 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      59 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 18.0      59 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 18.0      59 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 18.0      59 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 18.0      59 
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gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 18.0      59 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 18.0      59 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 18.0      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      60 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      61 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      61 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      61 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      61 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      63 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      63 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      64 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      64 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      65 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.5      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      67 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.5      67 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.5      67 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      68 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      69 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.5      69 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      72 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.7      73 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.7      73 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.7      73 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.7      73 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.7      73 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.7      73 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.7      73 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.7      73 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.7      73 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.7      73 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.7      73 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.7      73 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.7      73 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.7      73 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.7      73 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.7      73 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.7      73 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.7      73 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.7      73 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.7      73 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.7      73 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.7      73 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.7      73 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.7      73 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.7      73 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.7      73 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      74 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      74 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      74 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.7      74 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      75 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      75 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      77 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      77 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.4      80 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      81 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.9      83 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      83 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      84 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.1      84 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      87 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      87 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      87 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      88 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 18.3      90 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.4      90 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.4      90 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.4      90 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      93 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.6      94 
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gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      95 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      95 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      95 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.6      97 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 14.8      98 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.0      98 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   40 17.0      98 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.0   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.6  bits: 26.0 E(): 0.87 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (12-60:113-160) 
 
                                  10        20        30        40  
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
              50        60        70        80                      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.2  bits: 25.4 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (12-60:113-160) 
 
                                  10        20        30        40  
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
              50        60        70        80                      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 91.9  bits: 23.9 E():  3.9 
Smith-Waterman score: 62; 35.7% identity (75.0% similar) in 28 aa overlap (2-29:184-210) 
 
                                            10        20        30  
PAT___                              YIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ....::.. .: : : :::. . .:   
gi|505 ARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLH 
           160       170       180       190        200       210   
 
              40        50        60        70        80            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY            
                                                                    
gi|505 NLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWL 
            220       230       240       250       260       270   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.2  bits: 22.9 E():  4.3 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (9-44:29-64) 
 
                                   10        20        30        40 
PAT___                     YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                     
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
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               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.8  bits: 22.3 E():  5.1 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (5-54:21-62) 
 
                               10        20        30        40     
PAT___                 YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
           50        60        70        80                         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                         
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (18-44:83-110) 
 
                            10        20         30        40       
PAT___              YIETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
         50        60        70        80       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY       
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.4  bits: 20.7 E():  6.9 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (14-31:7-24) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                    : :..:..  .  :  ::                              
gi|897        EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQ 
                      10        20        30        40        50    
 
               70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLY                             
                                                        
gi|897 GQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
            60        70        80        90       100  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 86.2  bits: 22.6 E():  8.1 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (7-52:262-307) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
         40         50        60        70        80                
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.3 E():  8.2 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:79-98) 
 
                                 10        20        30        40   
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PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.2  bits: 21.7 E():  9.2 
Smith-Waterman score: 55; 20.3% identity (50.6% similar) in 79 aa overlap (4-70:69-147) 
 
                                          10        20        30    
PAT___                            YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|668 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
       40        50        60        70        80        90         
 
            40          50                  60        70        80  
PAT___ VAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLY  
       ..  .  .   . :: .   ...:          : :.. : .  .: :            
gi|668 TGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYR 
      100       110       120       130       140       150         
 
gi|668 ELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLT 
      160       170       180       190       200       210         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.9  bits: 20.1 E():  9.5 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (45-58:53-66) 
 
           20        30        40        50        60        70     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
           80    
PAT___ LGSTLY    
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.7  bits: 22.6 E():  9.7 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (13-73:158-215) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
             50        60         70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLY                      
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.4  bits: 22.9 E():   10 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (12-71:406-472) 
 
                                  10          20         30         
PAT___                    YIETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
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                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
          40         50        60        70        80               
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY               
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.4  bits: 21.1 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (42-58:74-90) 
 
              20        30        40        50        60        70  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
              80                                                    
PAT___ RLGLGSTLY                                                    
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (42-58:91-107) 
 
              20        30        40        50        60        70  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              80                                                    
PAT___ RLGLGSTLY                                                    
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (42-58:91-107) 
 
              20        30        40        50        60        70  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              80                                                    
PAT___ RLGLGSTLY                                                    
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (15-49:109-143) 
 
                               10        20        30        40     
PAT___                 YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
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           50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
         :.:                                
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ     
      140       150       160       170     
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (13-58:97-140) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (5-54:19-60) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (5-54:19-60) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  43 init1:  43 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (5-54:19-60) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (23-51:32-61) 
 
                       10        20        30        40         50  
PAT___         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
              60        70        80                        
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (59-75:32-48) 
 
       30        40        50        60        70        80         
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY         
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
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PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:114-139) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (13-32:113-130) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 79.4  bits: 21.4 E():   19 
Smith-Waterman score: 54; 26.7% identity (63.3% similar) in 30 aa overlap (4-33:255-284) 
 
                                          10        20        30    
PAT___                            YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|125 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
          230       240       250       260       270       280     
 
            40        50        60        70        80              
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY              
                                                                    
gi|125 TGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYR 
          290       300       310       320       330       340     
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>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 52; 25.8% identity (64.5% similar) in 31 aa overlap (2-32:14-44) 
 
                           10        20        30        40         
PAT___             YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                             
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.0  bits: 21.7 E():   20 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (23-75:217-268) 
 
                       10        20        30        40        50   
PAT___         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
             60        70        80                                 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLY                                 
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (18-41:47-70) 
 
                            10        20        30        40        
PAT___              YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
        50        60        70        80                            
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                            
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 19.8 E():   22 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (24-67:16-55) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                              . :.   ::      : : ::  .  .:.:.  .:   
gi|391         MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKG 
                       10        20        30          40           
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
       ...: ::                                                      
gi|391 KKVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAK 
       50        60        70        80        90       100         
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 19.8 E():   24 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (23-51:162-190) 
 
                       10        20        30        40        50   
PAT___         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
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gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
             60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                    
gi|223 VQ                           
                                    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (10-31:111-130) 
 
                                    10        20        30          
PAT___                      YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
      40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                                 
gi|741 FSTLG                                     
      140                                        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (10-31:71-92) 
 
                                    10        20        30          
PAT___                      YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                    
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 18.6 E():   29 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (63-75:63-75) 
 
             40        50        60        70        80             
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY             
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (17-43:68-92) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
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 initn:  43 init1:  43 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (17-45:69-95) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (17-45:69-95) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (17-45:69-95) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         50        60        70        80                           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                           
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:101-124) 
 
                                         10        20        30     
PAT___                           YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
           40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                                      
gi|288 L                                              
                                                      
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (12-31:108-126) 
 
                                  10        20        30        40  
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 869



 

 

        80        90       100       110       120        130       
 
              50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (12-60:110-157) 
 
                                  10        20        30        40  
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              50        60        70        80                      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (12-60:110-157) 
 
                                  10        20        30        40  
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              50        60        70        80                      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                      
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.4  bits: 15.8 E():   32 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:1-14) 
 
       10        20        30        40        50        60         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
       70        80 
PAT___ RHQRLGLGSTLY 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 32.4% identity (51.4% similar) in 37 aa overlap (43-78:12-47) 
 
             20        30        40        50        60         70  
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
              80                                                    
PAT___ RLGLGSTLY                                                    
       :   :::                                                      
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (13-33:121-141) 
 
                                 10        20        30        40   
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PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (13-58:66-109) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (7-54:1-40) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
             ..::   : :.:   ...::. . :    : ::     .:   :.  :       
gi|224       ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECA 
                        10        20        30             40       
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|224 GVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQR 
         50        60        70        80        90       100       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (23-39:32-48) 
 
                       10        20        30        40        50   
PAT___         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
             60        70        80                         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLY                         
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.5  bits: 20.8 E():   52 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (14-31:721-738) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
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gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.3  bits: 20.8 E():   53 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (14-31:736-753) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (14-38:135-159) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (14-38:135-159) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (14-38:135-159) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (14-38:135-159) 
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                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (14-38:135-159) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   57 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (10-31:72-93) 
 
                                    10        20        30          
PAT___                      YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
      40        50        60        70        80                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                    
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (2-32:14-44) 
 
                           10        20        30        40         
PAT___             YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                             
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gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
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                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (8-33:52-78) 
 
                                      10         20        30       
PAT___                        YIETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
         40        50        60        70        80                 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                 
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (2-41:87-126) 
 
                                            10        20        30  
PAT___                              YIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
              40        50        60        70        80            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY            
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (2-41:87-126) 
 
                                            10        20        30  
PAT___                              YIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
              40        50        60        70        80            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY            
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (27-39:36-48) 
 
                   10        20        30        40        50       
PAT___     YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         60        70        80                     
PAT___ DWTVESTVYVSHRHQRLGLGSTLY                     
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (27-39:36-48) 
 
                   10        20        30        40        50       
PAT___     YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         60        70        80                     
PAT___ DWTVESTVYVSHRHQRLGLGSTLY                     
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (38-62:242-266) 
 
        10        20        30        40        50        60        
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
        70        80 
PAT___ HRHQRLGLGSTLY 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (33-57:13-35) 
 
             10        20        30        40        50        60   
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
             70        80                                           
PAT___ TVYVSHRHQRLGLGSTLY                                           
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (14-49:76-115) 
 
                                10        20            30          
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
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      40        50        60        70        80                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                    
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (13-31:135-153) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (39-59:259-276) 
 
       10        20        30        40        50        60         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
       70        80 
PAT___ RHQRLGLGSTLY 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 20.5 E():   66 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (9-31:153-175) 
 
                                     10        20        30         
PAT___                       YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
       40        50        60        70        80                   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                   
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (18-38:139-159) 
 
                            10        20        30        40        
PAT___              YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
        50        60        70        80                            
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                            
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.5 E():   67 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (50-57:19-26) 
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      20        30        40        50        60        70          
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
      80 
PAT___ Y 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.5 E():   67 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (35-57:9-26) 
 
           10        20        30        40        50        60     
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
           70        80 
PAT___ YVSHRHQRLGLGSTLY 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.0 E():   68 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (21-30:3-12) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                           ::.::.  :.                               
gi|144                   MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQR 
                                 10        20        30        40   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.7 E():   69 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (67-76:31-40) 
 
         40        50        60        70        80                 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.2  bits: 15.5 E():   69 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (21-29:7-15) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                           .:::: ..:                                
gi|471               KITLLEEDLERNEERLQTATERLEEAS                    
                             10        20                           
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (17-43:86-112) 
 
                             10        20        30        40       
PAT___               YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
         50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                          
gi|484 VLACGWVDGEVQE                      
         120                              
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>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
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>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
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PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (44-77:250-290) 
 
            20        30        40        50        60        70    
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    80                                              
PAT___ ------RLGLGSTLY                                              
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
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 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (44-77:250-290) 
 
            20        30        40        50        60        70    
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    80                                              
PAT___ ------RLGLGSTLY                                              
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (9-44:37-79) 
 
                                     10        20                   
PAT___                       YIETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
      30        40        50        60        70        80          
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY          
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:104-125) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (39-59:277-294) 
 
       10        20        30        40        50        60         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       70        80       
PAT___ RHQRLGLGSTLY       
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (39-59:277-294) 
 
       10        20        30        40        50        60         
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       70        80       
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PAT___ RHQRLGLGSTLY       
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (16-52:11-47) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                      :. .... ...:  .  . :. .: ..:   ::  ::         
gi|144      MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKE 
                    10        20        30        40        50      
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|144 EIGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSV 
          60        70        80        90       100       110      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (53-60:234-241) 
 
             30        40        50        60        70        80   
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY   
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (30-50:80-104) 
 
                10        20        30        40            50      
PAT___  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
          60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLY 
                                 
gi|408 LTSFRKV                   
     110                         
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (13-31:135-153) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                       
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (10-31:94-114) 
 
                                    10        20        30          
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PAT___                      YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
      40        50        60        70        80                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                    
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (35-67:85-117) 
 
           10        20        30        40        50        60     
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
           70        80 
PAT___ YVSHRHQRLGLGSTLY 
         :              
gi|128 DCSRVN           
          120           
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (2-23:213-232) 
 
                                            10        20        30  
PAT___                              YIETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
              40        50        60        70        80            
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY            
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.7  bits: 16.1 E():   84 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (13-30:31-48) 
 
                                 10        20        30        40   
PAT___                   YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
             50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (12-59:157-208) 
 
                                  10        20        30            
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
      40        50          60        70        80                  
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLY                  
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
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>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (12-59:157-208) 
 
                                  10        20        30            
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
      40        50          60        70        80                  
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLY                  
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (12-59:157-208) 
 
                                  10        20        30            
PAT___                    YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
      40        50          60        70        80                  
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLY                  
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (22-47:137-162) 
 
                        10        20        30        40        50  
PAT___          YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
              60        70        80                                
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLY                                
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.3 E():   90 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (38-60:67-89) 
 
        10        20        30        40        50        60        
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::        
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
        70        80                                                
PAT___ HRHQRLGLGSTLY                                                
                                                                    
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:103-124) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (12-51:1-40) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                  .::  :. ... ..:.    :.  .. :   .    :: .          
gi|269            QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCC 
                          10        20        30        40          
 
               70        80                                         
PAT___ ESTVYVSHRHQRLGLGSTLY                                         
                                                                    
gi|269 NELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
      50        60        70        80        90       100          
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.8  bits: 19.6 E():   94 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (10-72:91-143) 
 
                                    10        20        30          
PAT___                      YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
      40        50        60        70        80                    
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                    
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (27-39:36-48) 
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                   10        20        30        40        50       
PAT___     YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
         60        70        80                       
PAT___ DWTVESTVYVSHRHQRLGLGSTLY                       
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (27-39:36-48) 
 
                   10        20        30        40        50       
PAT___     YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
         60        70        80                       
PAT___ DWTVESTVYVSHRHQRLGLGSTLY                       
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (20-66:82-128) 
 
                          10        20        30        40          
PAT___            YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
      50        60        70        80                              
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLY                              
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.6 E():   97 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (14-31:249-266) 
 
                                10        20        30        40    
PAT___                  YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
            50        60        70        80                        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY                        
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.5  bits: 14.8 E():   98 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:6-19) 
 
               10        20        30        40        50        60 
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                .:: .: :.  :.:                      
gi|183                     ATGKVVQDIMPPLLFVVQGKEKPSS                
                                   10        20                     
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               70        80 
PAT___ ESTVYVSHRHQRLGLGSTLY 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (42-53:13-24) 
 
              20        30        40        50        60        70  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
              80                                                    
PAT___ RLGLGSTLY                                                    
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:87-108) 
 
                                       10        20        30       
PAT___                         YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  :: :: .    .::: :         
gi|218 MVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPLTPGQCNIVVERLGDYLIEQGL  
         60        70        80        90       100       110       
 
         40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (33-51:80-98) 
 
             10        20        30        40        50        60   
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
             70        80 
PAT___ TVYVSHRHQRLGLGSTLY 
                          
gi|671 STNCATVK           
     110                  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:40 2011 done: Wed Jan 19 14:40:40 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 29  - 108 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32     3     8:= * 
  34    18    22:====== * 
  36    32    44:===========   * 
  38    50    73:=================       * 
  40   125   102:=================================*======== 
  42   111   125:=====================================    * 
  44   143   138:=============================================*== 
  46   168   140:==============================================*========= 
  48   121   134:=========================================   * 
  50    93   122:===============================         * 
  52   130   108:===================================*======== 
  54    93    92:==============================* 
  56    54    77:==================       * 
  58    54    63:==================  * 
  60    47    51:================* 
  62    34    41:============ * 
  64    41    33:==========*=== 
  66    24    26:========* 
  68    47    20:======*========= 
  70    29    16:=====*==== 
  72     3    12:=  * 
  74    11    10:===* 
  76     6     8:==* 
  78    12     6:=*== 
  80    10     5:=*== 
  82     8     3:*== 
  84     6     3:*= 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.57630.00331; mu= 8.4400 0.173 
 mean_var=36.842410.478, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.211300 
 Kolmogorov-Smirnov  statistic: 0.0383 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.9    0.94 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.3     1.4 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   62 23.8     4.1 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.8     4.5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.2     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.3     7.1 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.7     7.3 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.6     8.5 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.2     8.7 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.6     9.7 
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gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      10 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6      10 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      11 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.0      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.7      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      13 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.3      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      15 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.7      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.6      19 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.7      20 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   54 21.3      20 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   52 20.7      20 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.7      21 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.3      22 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      23 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.8      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      26 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      29 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      29 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      30 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      32 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      32 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      32 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.8      33 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      33 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      33 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.7      34 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      34 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      39 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      40 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      43 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.2      51 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.1      52 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      54 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.8      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.8      55 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      56 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      56 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      56 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      56 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      56 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      59 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      61 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      61 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      62 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      62 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      62 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      62 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      62 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      62 
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gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      62 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      62 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      63 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      63 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.9      63 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      64 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      65 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      66 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      66 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      66 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      68 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      69 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.4      70 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.4      70 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      70 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      72 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.4      72 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      74 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      76 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      76 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      76 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      76 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      76 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      76 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      76 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      76 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      76 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      76 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      76 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      76 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      76 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      76 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      76 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      76 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      76 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      76 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      76 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      76 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      76 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      76 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      76 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      76 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      76 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      76 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      76 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      76 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      76 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      76 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      77 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      77 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.6      78 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      79 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      79 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      83 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      83 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.9      85 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      86 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      86 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.0      87 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      89 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      89 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      89 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      91 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      93 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      93 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      93 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.5      96 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      96 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      98 
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gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      98 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      98 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.5      99 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.0  bits: 25.9 E(): 0.94 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (11-59:113-160) 
 
                                   10        20        30        40 
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
               50        60        70        80                     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.7  bits: 25.3 E():  1.4 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (11-59:113-160) 
 
                                   10        20        30        40 
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
               50        60        70        80                     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 91.4  bits: 23.8 E():  4.1 
Smith-Waterman score: 62; 35.7% identity (75.0% similar) in 28 aa overlap (1-28:184-210) 
 
                                             10        20        30 
PAT___                               IETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ....::.. .: : : :::. . .:   
gi|505 ARNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLH 
           160       170       180       190        200       210   
 
               40        50        60        70        80           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT           
                                                                    
gi|505 NLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWL 
            220       230       240       250       260       270   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.7  bits: 22.8 E():  4.5 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (8-43:29-64) 
 
                                    10        20        30          
PAT___                      IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                    
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.4  bits: 22.2 E():  5.4 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (4-53:21-62) 
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                                10        20        30        40    
PAT___                  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
            50        60        70        80                        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                        
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (17-43:83-110) 
 
                             10        20         30        40      
PAT___               IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
          50        60        70        80      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT      
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.0  bits: 20.7 E():  7.3 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (13-30:7-24) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                   : :..:..  .  :  ::                               
gi|897       EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQG 
                     10        20        30        40        50     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.8  bits: 22.6 E():  8.5 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (6-51:262-307) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
          40         50        60        70        80               
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT               
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.2 E():  8.7 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:79-98) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
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>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.8  bits: 21.6 E():  9.7 
Smith-Waterman score: 55; 20.3% identity (50.6% similar) in 79 aa overlap (3-69:69-147) 
 
                                           10        20        30   
PAT___                             IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|668 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
       40        50        60        70        80        90         
 
             40          50                  60        70        80 
PAT___ VAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYT 
       ..  .  .   . :: .   ...:          : :.. : .  .: :            
gi|668 TGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYR 
      100       110       120       130       140       150         
 
gi|668 ELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLT 
      160       170       180       190       200       210         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.5  bits: 20.0 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (44-57:53-66) 
 
            20        30        40        50        60        70    
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
            80   
PAT___ LGSTLYT   
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (12-72:158-215) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
              50        60         70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYT                     
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.0  bits: 22.9 E():   11 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (11-70:406-472) 
 
                                   10          20         30        
PAT___                     IETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
            40        50        60        70        80              
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT              
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
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         500       510       520       530       540       550      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.0 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (41-57:74-90) 
 
               20        30        40        50        60        70 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
               80                                                   
PAT___ RLGLGSTLYT                                                   
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (41-57:91-107) 
 
               20        30        40        50        60        70 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               80                                                   
PAT___ RLGLGSTLYT                                                   
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (41-57:91-107) 
 
               20        30        40        50        60        70 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               80                                                   
PAT___ RLGLGSTLYT                                                   
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.7 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (14-48:109-143) 
 
                                10        20        30        40    
PAT___                  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
            50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
         :.:                                 
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ      
      140       150       160       170      
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (12-57:97-140) 
 
                                  10        20        30        40  
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PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (4-53:19-60) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (4-53:19-60) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.6  bits: 22.3 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (4-53:19-60) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
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          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (22-50:32-61) 
 
                        10        20        30         40        50 
PAT___          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
               60        70        80                       
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 20.7 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (58-74:32-48) 
 
        30        40        50        60        70        80        
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT        
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
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                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:114-139) 
 
                10        20        30        40        50          
PAT___  IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      60        70        80                                        
PAT___ ESTVYVSHRHQRLGLGSTLYT                                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (12-31:113-130) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 79.1  bits: 21.3 E():   20 
Smith-Waterman score: 54; 26.7% identity (63.3% similar) in 30 aa overlap (3-32:255-284) 
 
                                           10        20        30   
PAT___                             IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|125 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
          230       240       250       260       270       280     
 
             40        50        60        70        80             
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT             
                                                                    
gi|125 TGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYR 
          290       300       310       320       330       340     
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 25.8% identity (64.5% similar) in 31 aa overlap (1-31:14-44) 
 
                            10        20        30        40        
PAT___              IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
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PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                            
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.7  bits: 21.7 E():   21 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (22-74:217-268) 
 
                        10        20        30        40        50  
PAT___          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
              60        70        80                                
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYT                                
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.2  bits: 21.3 E():   22 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (42-80:12-50) 
 
              20        30        40        50        60         70 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
               80                                                   
PAT___ RLGLGSTLYT                                                   
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.1 E():   23 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (17-40:47-70) 
 
                             10        20        30        40       
PAT___               IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
         50        60        70        80                           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                           
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 19.8 E():   23 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (23-66:16-55) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                             . :.   ::      : : ::  .  .:.:.  .:  . 
gi|391        MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGK 
                      10        20        30          40            
 
               70        80                                         
PAT___ STVYVSHRHQRLGLGSTLYT                                         
       ..: ::                                                       
gi|391 KVVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKD 
      50        60        70        80        90       100          
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.8 E():   26 
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Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (22-50:162-190) 
 
                        10        20        30        40        50  
PAT___          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
              60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     
gi|223 VQ                            
                                     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (9-30:111-130) 
 
                                     10        20        30         
PAT___                       IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
       40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                                  
gi|741 FSTLG                                      
      140                                         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (9-30:71-92) 
 
                                     10        20        30         
PAT___                       IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                   
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.5 E():   30 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (62-74:63-75) 
 
              40        50        60        70        80            
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT            
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (16-42:68-92) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
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gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (16-44:69-95) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (16-44:69-95) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (16-44:69-95) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          50        60        70        80                          
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                          
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (37-80:67-110) 
 
         10        20        30        40        50        60       
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ HRHQRLGLGSTLYT                                               
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (11-59:110-157) 
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                                   10        20        30        40 
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               50        60        70        80                     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (11-59:110-157) 
 
                                   10        20        30        40 
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               50        60        70        80                     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                     
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (11-30:108-126) 
 
                                   10        20        30        40 
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
               50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:101-124) 
 
                                          10        20        30    
PAT___                            IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
            40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                                       
gi|288 L                                               
                                                       
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.0  bits: 15.7 E():   34 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:1-14) 
 
        10        20        30        40        50        60        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
        70        80 
PAT___ RHQRLGLGSTLYT 
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>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (12-32:121-141) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (37-80:127-170) 
 
         10        20        30        40        50        60       
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         70        80                                               
PAT___ HRHQRLGLGSTLYT                                               
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (37-80:127-170) 
 
         10        20        30        40        50        60       
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         70        80                                               
PAT___ HRHQRLGLGSTLYT                                               
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.9  bits: 20.1 E():   43 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (12-57:66-109) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (15-80:133-193) 
 
                               10        20        30        40     
PAT___                 IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
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gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
           50        60        70        80                         
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                         
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (6-53:1-40) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
            ..::   : :.:   ...::. . :    : ::     .:   :.  :        
gi|224      ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECAG 
                       10        20        30             40        
 
               70        80                                         
PAT___ STVYVSHRHQRLGLGSTLYT                                         
                                                                    
gi|224 VALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRP 
        50        60        70        80        90       100        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (22-38:32-48) 
 
                        10        20        30        40        50  
PAT___          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
              60        70        80                        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYT                        
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (13-30:721-738) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.1  bits: 20.8 E():   55 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (13-30:736-753) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
             50        60        70        80                       
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PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (13-37:135-159) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (13-37:135-159) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (13-37:135-159) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (13-37:135-159) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
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Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (13-37:135-159) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (9-30:72-93) 
 
                                     10        20        30         
PAT___                       IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
       40        50        60        70        80                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                   
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (1-31:14-44) 
 
                            10        20        30        40        
PAT___              IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                    :  .:.:....:..  .: ..    : . :.                 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                            
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 910



 

 

 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
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PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (7-32:52-78) 
 
                                       10         20        30      
PAT___                         IETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
          40        50        60        70        80                
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.1  bits: 19.5 E():   63 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (1-40:87-126) 
 
                                             10        20        30 
PAT___                               IETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
               40        50        60        70        80           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT           
       :.. . . :.                                                   
gi|113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.1  bits: 19.5 E():   63 
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (1-40:87-126) 
 
                                             10        20        30 
PAT___                               IETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     . : : :.  .  .:.:    .   :.:   
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL 
         60        70        80        90       100       110       
 
               40        50        60        70        80           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT           
       :.. . . :.                                                   
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP 
        120       130       140       150       160       170       
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (62-80:174-192) 
 
              40        50        60        70        80            
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT            
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
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Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (26-38:36-48) 
 
                    10        20        30        40        50      
PAT___      IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          60        70        80                    
PAT___ DWTVESTVYVSHRHQRLGLGSTLYT                    
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (26-38:36-48) 
 
                    10        20        30        40        50      
PAT___      IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          60        70        80                    
PAT___ DWTVESTVYVSHRHQRLGLGSTLYT                    
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (37-61:242-266) 
 
         10        20        30        40        50        60       
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
         70        80 
PAT___ HRHQRLGLGSTLYT 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (32-56:13-35) 
 
              10        20        30        40        50        60  
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
              70        80                                          
PAT___ TVYVSHRHQRLGLGSTLYT                                          
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
               50        60        70        80        90       100 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (13-48:76-115) 
 
                                 10        20            30         
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
       40        50        60        70        80                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                   
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       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (12-30:135-153) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (38-58:259-276) 
 
        10        20        30        40        50        60        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
        70        80 
PAT___ RHQRLGLGSTLYT 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.4  bits: 20.4 E():   68 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (8-30:153-175) 
 
                                      10        20        30        
PAT___                        IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
        40        50        60        70        80                  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                  
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (17-37:139-159) 
 
                             10        20        30        40       
PAT___               IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
         50        60        70        80                           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                           
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.2  bits: 15.4 E():   70 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (34-56:9-26) 
 
            10        20        30        40        50        60    
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
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                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
            70        80 
PAT___ YVSHRHQRLGLGSTLYT 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.2  bits: 15.4 E():   70 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (49-56:19-26) 
 
       20        30        40        50        60        70         
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
       80 
PAT___ YT 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.0 E():   70 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (20-29:3-12) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                          ::.::.  :.                                
gi|144                  MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRM 
                                10        20        30        40    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.6 E():   72 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (66-75:31-40) 
 
          40        50        60        70        80                
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.9  bits: 15.4 E():   72 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (20-28:7-15) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                          .:::: ..:                                 
gi|471              KITLLEEDLERNEERLQTATERLEEAS                     
                            10        20                            
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (16-42:86-112) 
 
                              10        20        30        40      
PAT___                IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
          50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                           
gi|484 VLACGWVDGEVQE                       
         120                               
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
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             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
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>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (43-76:250-290) 
 
             20        30        40        50        60        70   
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     80                                             
PAT___ ------RLGLGSTLYT                                             
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (43-76:250-290) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 920



 

 

 
             20        30        40        50        60        70   
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     80                                             
PAT___ ------RLGLGSTLYT                                             
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (8-43:37-79) 
 
                                      10        20                  
PAT___                        IETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
       30        40        50        60        70        80         
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT         
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:104-125) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (38-58:277-294) 
 
        10        20        30        40        50        60        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        70        80      
PAT___ RHQRLGLGSTLYT      
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (38-58:277-294) 
 
        10        20        30        40        50        60        
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        70        80      
PAT___ RHQRLGLGSTLYT      
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gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (31-80:147-193) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
               70        80                                         
PAT___ STVYVSHRHQRLGLGSTLYT                                         
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (15-51:11-47) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                     :. .... ...:  .  . :. .: ..:   ::  ::          
gi|144     MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEE 
                   10        20        30        40        50       
 
               70        80                                         
PAT___ STVYVSHRHQRLGLGSTLYT                                         
                                                                    
gi|144 IGRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVE 
         60        70        80        90       100       110       
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (52-59:234-241) 
 
              30        40        50        60        70        80  
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT  
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (29-49:80-104) 
 
                 10        20        30        40            50     
PAT___   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
           60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYT 
                                  
gi|408 LTSFRKV                    
     110                          
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (12-30:135-153) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
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gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                      
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (9-30:94-114) 
 
                                     10        20        30         
PAT___                       IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
       40        50        60        70        80                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                   
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (34-66:85-117) 
 
            10        20        30        40        50        60    
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
            70        80 
PAT___ YVSHRHQRLGLGSTLYT 
         :               
gi|128 DCSRVN            
          120            
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (1-22:213-232) 
 
                                             10        20        30 
PAT___                               IETSTVNFRTEPQTPQEWIDDLERLQDRYP 
                                     :. ::..:  :  .:..: :.:         
gi|253 NVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGE--VPSQWDDSLGHGASTPK 
            190       200       210       220         230       240 
 
               40        50        60        70        80           
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT           
                                                                    
gi|253 VRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS 
              250       260       270       280       290       300 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 16.0 E():   87 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (12-29:31-48) 
 
                                  10        20        30        40  
PAT___                    IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
              50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (11-58:157-208) 
 
                                   10        20        30           
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
       40        50          60        70        80                 
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYT                 
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (11-58:157-208) 
 
                                   10        20        30           
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
       40        50          60        70        80                 
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYT                 
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (11-58:157-208) 
 
                                   10        20        30           
PAT___                     IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
       40        50          60        70        80                 
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYT                 
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.2 E():   91 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (21-46:137-162) 
 
                         10        20        30        40        50 
PAT___           IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
               60        70        80                               
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYT                               
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
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             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (6-27:103-124) 
 
                                        10        20        30      
PAT___                          IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
          40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.6  bits: 19.5 E():   96 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (9-71:91-143) 
 
                                     10        20        30         
PAT___                       IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
       40        50        60        70        80                   
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                   
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (11-50:1-40) 
 
               10        20        30        40        50        60 
PAT___ IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                 .::  :. ... ..:.    :.  .. :   .    :: .           
gi|269           QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCN 
                         10        20        30        40        50 
 
               70        80                                        
PAT___ STVYVSHRHQRLGLGSTLYT                                        
                                                                   
gi|269 ELYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
               60        70        80        90       100          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (26-38:36-48) 
 
                    10        20        30        40        50      
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PAT___      IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
          60        70        80                      
PAT___ DWTVESTVYVSHRHQRLGLGSTLYT                      
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (26-38:36-48) 
 
                    10        20        30        40        50      
PAT___      IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
          60        70        80                      
PAT___ DWTVESTVYVSHRHQRLGLGSTLYT                      
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (19-65:82-128) 
 
                           10        20        30        40         
PAT___             IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
       50        60        70        80                             
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                             
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.5 E():   99 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (13-30:249-266) 
 
                                 10        20        30        40   
PAT___                   IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
             50        60        70        80                       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT                       
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:40 2011 done: Wed Jan 19 14:40:40 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 30  - 109 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32     4     8:==* 
  34    23    22:=======* 
  36    32    44:===========   * 
  38    54    73:==================      * 
  40   122   102:=================================*======= 
  42   110   125:=====================================    * 
  44   151   138:=============================================*===== 
  46   167   140:==============================================*========= 
  48   121   134:=========================================   * 
  50    85   122:=============================           * 
  52   120   108:===================================*==== 
  54    91    92:==============================* 
  56    62    77:=====================    * 
  58    53    63:==================  * 
  60    49    51:================* 
  62    35    41:============ * 
  64    37    33:==========*== 
  66    28    26:========*= 
  68    51    20:======*========== 
  70    23    16:=====*== 
  72     4    12:== * 
  74    14    10:===*= 
  76     4     8:==* 
  78    13     6:=*=== 
  80     7     5:=*= 
  82     9     3:*== 
  84     6     3:*= 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.51560.00332; mu= 8.8238 0.173 
 mean_var=37.091410.557, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.210590 
 Kolmogorov-Smirnov  statistic: 0.0370 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 927



 

 

The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.9    0.96 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.3     1.5 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.8     4.6 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.2     5.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.2     7.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.6 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.5     8.7 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.2     8.8 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.6     9.9 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.5      10 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      10 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      11 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.9      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.0      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.0      12 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   57 22.2      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.2      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.2      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.2      13 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.2      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.7      16 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.6      19 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.7      20 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   54 21.3      20 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.6      21 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.3      23 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.0      24 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      24 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      26 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      30 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      31 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      33 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      33 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.8      33 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      34 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      35 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.6      36 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   49 19.8      39 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      40 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      44 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.1      52 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.1      53 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      55 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      57 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      57 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      57 
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gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      57 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      57 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      60 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.8      62 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      63 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      63 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      63 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      63 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      63 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      63 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      63 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      63 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      63 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.8      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      66 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      66 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.8      67 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      67 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      67 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      68 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      68 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      70 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.9      72 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.3      73 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.3      73 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      74 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.3      76 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      76 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      77 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      77 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      78 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      78 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      78 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      78 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      78 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      78 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      78 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      78 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      78 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      78 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      78 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      78 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      78 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      78 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      78 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      78 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      78 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      78 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      78 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      78 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      78 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      78 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      78 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      78 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      78 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      78 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      78 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      78 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      78 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.5      79 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      80 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      81 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   45 18.5      81 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   45 18.5      81 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   45 18.5      81 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      84 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      85 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.9      86 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      88 
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gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.0      90 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      91 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      95 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      95 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   46 18.9      95 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   46 18.9      95 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   48 19.5      97 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      99 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.2   1e 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.5   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 102.8  bits: 25.9 E(): 0.96 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (10-58:113-160) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
      40        50        60        70        80                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.5  bits: 25.3 E():  1.5 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (10-58:113-160) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
      40        50        60        70        80                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.5  bits: 22.8 E():  4.6 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (7-42:29-64) 
 
                                     10        20        30         
PAT___                       ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                   
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.1  bits: 22.2 E():  5.5 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (3-52:21-62) 
 
                                 10        20        30        40   
PAT___                   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
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               10        20           30        40        50        
 
             50        60        70        80                       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                       
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.9  bits: 21.2 E():  7.3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (16-42:83-110) 
 
                              10        20         30        40     
PAT___                ETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
           50        60        70        80     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH     
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.7  bits: 20.6 E():  7.6 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (12-29:7-24) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                  : :..:..  .  :  ::                                
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.6  bits: 22.5 E():  8.7 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (5-50:262-307) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
           40         50        60        70        80              
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH              
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.2 E():  8.8 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:79-98) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 21.6 E():  9.9 
Smith-Waterman score: 55; 20.3% identity (50.6% similar) in 79 aa overlap (2-68:69-147) 
 
                                            10        20        30  
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PAT___                              ETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|668 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
       40        50        60        70        80        90         
 
              40          50                  60        70          
PAT___ VAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYT 
       ..  .  .   . :: .   ...:          : :.. : .  .: :            
gi|668 TGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYR 
      100       110       120       130       140       150         
 
      80                                                            
PAT___ H                                                            
                                                                    
gi|668 ELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLT 
      160       170       180       190       200       210         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (11-71:158-215) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
               50        60         70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTH                    
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.0 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (43-56:53-66) 
 
             20        30        40        50        60        70   
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
             80  
PAT___ LGSTLYTH  
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 83.9  bits: 22.9 E():   11 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (10-69:406-472) 
 
                                    10          20         30       
PAT___                      ETSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
             40        50        60        70        80             
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH             
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.8  bits: 20.9 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (40-56:74-90) 
 
      10        20        30        40        50        60          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
      70        80                                                  
PAT___ RLGLGSTLYTH                                                  
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (40-56:91-107) 
 
      10        20        30        40        50        60          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      70        80                                                  
PAT___ RLGLGSTLYTH                                                  
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.0 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (40-56:91-107) 
 
      10        20        30        40        50        60          
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      70        80                                                  
PAT___ RLGLGSTLYTH                                                  
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 83.1  bits: 22.2 E():   12 
Smith-Waterman score: 57; 33.3% identity (74.1% similar) in 27 aa overlap (1-27:185-210) 
 
                                             10        20        30 
PAT___                               ETSTVNFRTEPQTPQEWIDDLERLQDRYPW 
                                     . ....::.. .: : : :::. . .:    
gi|505 RNCRLSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHN 
          160       170       180       190        200       210    
 
               40        50        60        70        80           
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH           
                                                                    
gi|505 LNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLK 
           220       230       240       250       260       270    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (11-56:97-140) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
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gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.8  bits: 22.2 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (13-47:109-143) 
 
                                 10        20        30        40   
PAT___                   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
             50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
         :.:                                  
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ       
      140       150       160       170       
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (3-52:19-60) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (3-52:19-60) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 934



 

 

             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 82.5  bits: 22.2 E():   13 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (3-52:19-60) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (21-49:32-61) 
 
                         10        20        30         40          
PAT___           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
      50        60        70        80                      
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (57-73:32-48) 
 
         30        40        50        60        70        80       
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH       
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:114-139) 
 
                 10        20        30        40        50         
PAT___   ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       60        70        80                                       
PAT___ ESTVYVSHRHQRLGLGSTLYTH                                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (11-30:113-130) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 79.0  bits: 21.3 E():   20 
Smith-Waterman score: 54; 26.7% identity (63.3% similar) in 30 aa overlap (2-31:255-284) 
 
                                            10        20        30  
PAT___                              ETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|125 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
          230       240       250       260       270       280     
 
              40        50        60        70        80            
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH            
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gi|125 TGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYR 
          290       300       310       320       330       340     
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.6  bits: 21.6 E():   21 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (21-73:217-268) 
 
                         10        20        30        40        50 
PAT___           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
               60        70        80                               
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTH                               
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (41-79:12-50) 
 
               20        30        40        50        60           
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
      70        80                                                  
PAT___ RLGLGSTLYTH                                                  
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.7  bits: 20.0 E():   24 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (16-39:47-70) 
 
                              10        20        30        40      
PAT___                ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
          50        60        70        80                          
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                          
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (22-65:16-55) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                            . :.   ::      : : ::  .  .:.:.  .:  .. 
gi|391       MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKK 
                     10        20        30          40          50 
 
               70        80                                         
PAT___ TVYVSHRHQRLGLGSTLYTH                                         
       .: ::                                                        
gi|391 VVIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDK 
               60        70        80        90       100       110 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (21-49:162-190) 
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                         10        20        30        40        50 
PAT___           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
               60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                      
gi|223 VQ                             
                                      
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (8-29:111-130) 
 
                                      10        20        30        
PAT___                        ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
        40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                                   
gi|741 FSTLG                                       
      140                                          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (8-29:71-92) 
 
                                      10        20        30        
PAT___                        ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                  
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 18.5 E():   31 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (61-73:63-75) 
 
               40        50        60        70        80           
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH           
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (15-41:68-92) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
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         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (15-43:69-95) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (15-43:69-95) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (15-43:69-95) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           50        60        70        80                         
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                         
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.0  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (10-58:110-157) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
      40        50        60        70        80                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.0  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (10-58:110-157) 
 
                                    10        20        30          
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PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
      40        50        60        70        80                    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                    
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (36-79:67-110) 
 
          10        20        30        40        50        60      
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ HRHQRLGLGSTLYTH                                              
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:101-124) 
 
                                           10        20        30   
PAT___                             ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
             40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                                        
gi|288 L                                                
                                                        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (10-29:108-126) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
      40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (11-31:121-141) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
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>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.5  bits: 15.6 E():   36 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:1-14) 
 
         10        20        30        40        50        60       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
         70        80 
PAT___ RHQRLGLGSTLYTH 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 49; 25.0% identity (67.9% similar) in 28 aa overlap (3-30:17-44) 
 
                             10        20        30        40       
PAT___               ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                       .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                           
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (36-79:127-170) 
 
          10        20        30        40        50        60      
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          70        80                                              
PAT___ HRHQRLGLGSTLYTH                                              
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.8 E():   41 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (36-79:127-170) 
 
          10        20        30        40        50        60      
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          70        80                                              
PAT___ HRHQRLGLGSTLYTH                                              
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.8  bits: 20.1 E():   44 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (11-56:66-109) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
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               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (14-79:133-193) 
 
                                10        20        30        40    
PAT___                  ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
            50        60        70        80                        
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                        
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (5-52:1-40) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
           ..::   : :.:   ...::. . :    : ::     .:   :.  :         
gi|224     ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECAGV 
                      10        20        30             40         
 
               70        80                                         
PAT___ TVYVSHRHQRLGLGSTLYTH                                         
                                                                    
gi|224 ALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRPP 
       50        60        70        80        90       100         
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.7 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (12-29:721-738) 
 
                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (21-37:32-48) 
 
                         10        20        30        40        50 
PAT___           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
               60        70        80                       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTH                       
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gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.1  bits: 20.7 E():   55 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (12-29:736-753) 
 
                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (12-36:135-159) 
 
                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (12-36:135-159) 
 
                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (12-36:135-159) 
 
                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (12-36:135-159) 
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                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (12-36:135-159) 
 
                                  10        20        30        40  
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.2 E():   60 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (8-29:72-93) 
 
                                      10        20        30        
PAT___                        ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
        40        50        60        70        80                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                  
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (11-29:93-111) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
           40        50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
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                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (6-31:52-78) 
 
                                         10        20        30     
PAT___                          ETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
           40        50        60        70        80               
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH               
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (61-79:174-192) 
 
               40        50        60        70        80           
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH           
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (25-37:36-48) 
 
                     10        20        30        40        50     
PAT___       ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           60        70        80                   
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTH                   
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (25-37:36-48) 
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                     10        20        30        40        50     
PAT___       ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           60        70        80                   
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTH                   
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (36-60:242-266) 
 
          10        20        30        40        50        60      
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
          70        80 
PAT___ HRHQRLGLGSTLYTH 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (11-29:135-153) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (12-47:76-115) 
 
                                  10        20            30        
PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
        40        50        60        70        80                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                  
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (31-55:13-35) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     ..: : : ..:      :  : :.:      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMME 
                                 10        20        30          40 
 
               70        80                                         
PAT___ TVYVSHRHQRLGLGSTLYTH                                         
                                                                    
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
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               50        60        70        80        90       100 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (37-57:259-276) 
 
         10        20        30        40        50        60       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
         70        80 
PAT___ RHQRLGLGSTLYTH 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.3  bits: 20.4 E():   68 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (7-29:153-175) 
 
                                       10        20        30       
PAT___                         ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
         40        50        60        70        80                 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                 
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (16-36:139-159) 
 
                              10        20        30        40      
PAT___                ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
          50        60        70        80                          
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                          
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 16.9 E():   72 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (19-28:3-12) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                         ::.::.  :.                                 
gi|144                 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMM 
                               10        20        30        40     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.8  bits: 15.3 E():   73 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (48-55:19-26) 
 
        20        30        40        50        60        70        
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
        80 
PAT___ YTH 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 68.8  bits: 15.3 E():   73 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (33-55:9-26) 
 
             10        20        30        40        50        60   
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
             70        80 
PAT___ YVSHRHQRLGLGSTLYTH 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (65-74:31-40) 
 
           40        50        60        70        80               
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH               
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 15.3 E():   76 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (19-27:7-15) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                         .:::: ..:                                  
gi|471             KITLLEEDLERNEERLQTATERLEEAS                      
                           10        20                             
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (15-41:86-112) 
 
                               10        20        30        40     
PAT___                 ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
           50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                            
gi|484 VLACGWVDGEVQE                        
         120                                
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (42-75:250-290) 
 
              20        30        40        50        60            
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            70        80                                            
PAT___ ------RLGLGSTLYTH                                            
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (42-75:250-290) 
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              20        30        40        50        60            
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            70        80                                            
PAT___ ------RLGLGSTLYTH                                            
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
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>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___+                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
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>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (7-42:37-79) 
 
                                       10        20                 
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PAT___                         ETSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
        30        40        50        60        70        80        
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH        
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:104-125) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (37-57:277-294) 
 
         10        20        30        40        50        60       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         70        80     
PAT___ RHQRLGLGSTLYTH     
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (37-57:277-294) 
 
         10        20        30        40        50        60       
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         70        80     
PAT___ RHQRLGLGSTLYTH     
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (30-79:147-193) 
 
                10        20        30        40        50          
PAT___  ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
      60        70        80                                        
PAT___ STVYVSHRHQRLGLGSTLYTH                                        
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.9 E():   80 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (51-58:234-241) 
 
               30        40        50        60        70        80 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (14-50:11-47) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                    :. .... ...:  .  . :. .: ..:   ::  ::           
gi|144    MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEI 
                  10        20        30        40        50        
 
               70        80                                         
PAT___ TVYVSHRHQRLGLGSTLYTH                                         
                                                                    
gi|144 GRIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVEL 
        60        70        80        90       100       110        
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 26.2% identity (53.8% similar) in 65 aa overlap (20-80:87-146) 
 
                          10        20        30          40        
PAT___            ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
        50        60        70          80                          
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTH                          
          .. .     .:.   ::..:  . : :.: ::                          
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 26.2% identity (53.8% similar) in 65 aa overlap (20-80:87-146) 
 
                          10        20        30          40        
PAT___            ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
        50        60        70          80                          
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTH                          
          .. .     .:.   ::..:  . : :.: ::                          
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 26.2% identity (53.8% similar) in 65 aa overlap (20-80:87-146) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 958



 

 

 
                          10        20        30          40        
PAT___            ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
        50        60        70          80                          
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTH                          
          .. .     .:.   ::..:  . : :.: ::                          
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (11-29:135-153) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                     
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (28-48:80-104) 
 
                  10        20        30        40            50    
PAT___    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
            60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTH 
                                   
gi|408 LTSFRKV                     
     110                           
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (8-29:94-114) 
 
                                      10        20        30        
PAT___                        ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
        40        50        60        70        80                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                  
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.3 E():   88 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (33-65:85-117) 
 
             10        20        30        40        50        60   
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
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gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
             70        80 
PAT___ YVSHRHQRLGLGSTLYTH 
         :                
gi|128 DCSRVN             
          120             
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (10-57:157-208) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
        40        50          60        70        80                
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTH                
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (10-57:157-208) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
        40        50          60        70        80                
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTH                
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (10-57:157-208) 
 
                                    10        20        30          
PAT___                      ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
        40        50          60        70        80                
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTH                
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 16.0 E():   90 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (11-28:31-48) 
 
                                   10        20        30        40 
PAT___                     ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
               50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.2 E():   91 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (20-45:137-162) 
 
                          10        20        30        40          
PAT___            ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
      50        60        70        80                              
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                              
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (5-26:103-124) 
 
                                         10        20        30     
PAT___                           ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
           40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 46; 23.7% identity (52.6% similar) in 38 aa overlap (2-39:89-126) 
 
                                            10        20        30  
PAT___                              ETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : : :.  .  .:.:    .   :.:  :. 
gi|166 ADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWI 
       60        70        80        90       100       110         
 
              40        50        60        70        80            
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH            
       . . . :.                                                     
gi|166 IFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGG 
      120       130       140       150       160       170         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
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 initn:  43 init1:  43 opt:  46  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 46; 23.7% identity (52.6% similar) in 38 aa overlap (2-39:89-126) 
 
                                            10        20        30  
PAT___                              ETSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : : :.  .  .:.:    .   :.:  :. 
gi|113 ADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPLWI 
       60        70        80        90       100       110         
 
              40        50        60        70        80            
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH            
       . . . :.                                                     
gi|113 IFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGG 
      120       130       140       150       160       170         
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.6  bits: 19.5 E():   97 
Smith-Waterman score: 48; 28.6% identity (41.3% similar) in 63 aa overlap (8-70:91-143) 
 
                                      10        20        30        
PAT___                        ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     ::. . : .. ::  : : :        :: 
gi|116 RCTKLEYDPRCVYDPRGHTGTTNQRSPPGERTRGRQPGDYDDD--RRQPRRE------EG 
               70        80        90       100         110         
 
        40        50        60        70        80                  
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                  
          :   ::: . .   ::      .    ::.                            
gi|116 GRWGP--AGPREREREEDWRQPREDWRRPSHQQPRKIRPEGREGEQEWGTPGSHVREETS 
              120       130       140       150       160       170 
 
gi|116 RNNPFYFPSRRFSTRYGNQNGRIRVLQRFDQRSRQFQNLQNHRIVQIEAKPNTLVLPKHA 
              180       190       200       210       220       230 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (10-49:1-40) 
 
               10        20        30        40        50        60 
PAT___ ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                .::  :. ... ..:.    :.  .. :   .    :: .            
gi|269          QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNE 
                        10        20        30        40        50  
 
               70        80                                       
PAT___ TVYVSHRHQRLGLGSTLYTH                                       
                                                                  
gi|269 LYQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
              60        70        80        90       100          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (18-64:82-128) 
 
                            10        20        30        40        
PAT___              ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
        50        60        70        80                            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                            
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 19.5 E(): 1e 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (12-29:249-266) 
 
                                  10        20        30        40  
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PAT___                    ETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
              50        60        70        80                      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH                      
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:40 2011 done: Wed Jan 19 14:40:40 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 31  - 110 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     6     2:*= 
  32     6     8:==* 
  34    24    22:=======* 
  36    34    44:============  * 
  38    52    73:==================      * 
  40   122   102:=================================*======= 
  42   104   125:===================================      * 
  44   163   138:=============================================*========= 
  46   158   140:==============================================*====== 
  48   106   134:====================================        * 
  50   102   122:==================================      * 
  52   116   108:===================================*=== 
  54   101    92:==============================*=== 
  56    62    77:=====================    * 
  58    46    63:================    * 
  60    50    51:================* 
  62    33    41:===========  * 
  64    40    33:==========*=== 
  66    25    26:========* 
  68    51    20:======*========== 
  70    20    16:=====*= 
  72     4    12:== * 
  74    14    10:===*= 
  76     6     8:==* 
  78    17     6:=*==== 
  80     3     5:=* 
  82    10     3:*=== 
  84     5     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
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  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.77800.00351; mu= 7.5841 0.182 
 mean_var=37.392710.604, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.209740 
 Kolmogorov-Smirnov  statistic: 0.0356 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.7     1.1 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.1     1.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.7       5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.1     5.8 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.2     7.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.4     9.5 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.1     9.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      11 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   55 21.5      11 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.4      12 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.9      12 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.7      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.9      13 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.9      13 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      13 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.1      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.1      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.1      14 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.1      14 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.1      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   56 21.8      16 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.6      17 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      21 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      22 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   54 21.2      22 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.5      24 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.2      25 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      25 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.0      25 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      31 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      31 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      31 
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gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      31 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      32 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.7      32 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      34 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      34 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      35 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      35 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.7      35 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.6      37 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.6      37 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      37 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   49 19.7      41 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.7      43 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.7      44 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.0      48 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.1      55 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      56 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      58 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      61 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      61 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      61 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      61 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      61 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      61 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      62 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      64 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      64 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      64 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      64 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      64 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      64 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      64 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      64 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      64 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      65 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.8      66 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      66 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.8      68 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.4      68 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.4      68 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      69 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      70 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      70 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.4      71 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.8      71 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.9      72 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      72 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      74 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      75 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      77 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      77 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      79 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      79 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      79 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      79 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      79 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      79 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      79 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      79 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      79 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      79 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      79 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      79 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      79 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      79 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      79 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      79 
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gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      79 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      79 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      79 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      79 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      79 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      79 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      79 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      79 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      79 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      79 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      80 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      81 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.1      83 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.1      83 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.5      83 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      84 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      84 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      84 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      86 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      86 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.0      87 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      89 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      90 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.8      92 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.8      97 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.8      97 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.8      97 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      97 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      97 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      97 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 14.8      99 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 16.9      99 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 102.0  bits: 25.7 E():  1.1 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (9-57:113-160) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
       40        50        60        70        80                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 98.7  bits: 25.1 E():  1.6 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (9-57:113-160) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
       40        50        60        70        80                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.9  bits: 22.7 E():    5 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (6-41:29-64) 
 
                                      10        20        30        
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PAT___                        TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                  
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 88.7  bits: 22.1 E():  5.8 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (2-51:21-62) 
 
                                  10        20        30        40  
PAT___                    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
              50        60        70        80                      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                      
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.7  bits: 21.2 E():  7.6 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (15-41:83-110) 
 
                               10        20         30        40    
PAT___                 TSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
            50        60        70        80    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL    
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.6  bits: 20.6 E():  7.7 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (11-28:7-24) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                 : :..:..  .  :  ::                                 
gi|897     EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQ 
                   10        20        30        40        50       
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 84.9  bits: 22.4 E():  9.5 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (4-49:262-307) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
            40         50        60        70        80             
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL             
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.1 E():  9.6 
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Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:79-98) 
 
                                    10        20        30          
PAT___+                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.0 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (42-55:53-66) 
 
              20        30        40        50        60        70  
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
              80 
PAT___ LGSTLYTHL 
                 
gi|323 RTNAAVTVR 
             90  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 55; 20.3% identity (50.6% similar) in 79 aa overlap (1-67:69-147) 
 
                                             10        20        30 
PAT___                               TSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|668 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
       40        50        60        70        80        90         
 
                 40        50                  60        70         
PAT___ VAEVEGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYT 
       ..  .  .   . :: .   ...:          : :.. : .  .: :            
gi|668 TGSYDPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYR 
      100       110       120       130       140       150         
 
       80                                                           
PAT___ HL                                                           
                                                                    
gi|668 ELIAAGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLT 
      160       170       180       190       200       210         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (10-70:158-215) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
      40        50        60         70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHL                   
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (39-55:74-90) 
 
       10        20        30        40        50        60         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
       70        80                                                 
PAT___ RLGLGSTLYTHL                                                 
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 83.0  bits: 22.7 E():   12 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (9-68:406-472) 
 
                                     10          20         30      
PAT___                       TSTVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
              40        50        60        70        80            
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL            
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.9 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (39-55:91-107) 
 
       10        20        30        40        50        60         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       70        80                                                 
PAT___ RLGLGSTLYTHL                                                 
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.9 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (39-55:91-107) 
 
       10        20        30        40        50        60         
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       70        80                                                 
PAT___ RLGLGSTLYTHL                                                 
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 20.6 E():   13 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (12-46:109-143) 
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                                  10        20        30        40  
PAT___                    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
              50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
         :.:                                   
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ        
      140       150       160       170        
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.1  bits: 22.1 E():   14 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (10-55:97-140) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (2-51:19-60) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
            50        60        70        80                        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (2-51:19-60) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
            50        60        70        80                        
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PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (2-51:19-60) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
            50        60        70        80                        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (20-48:32-61) 
 
                          10        20        30         40         
PAT___            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
       50        60        70        80                     
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 56; 42.9% identity (71.4% similar) in 21 aa overlap (6-26:191-210) 
 
                                        10        20        30      
PAT___                          TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::.. .: : : :::. . .:          
gi|505 GLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFF 
              170       180       190        200       210          
 
          40        50        60        70        80                
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                
                                                                    
gi|505 PENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEW 
     220       230       240       250       260       270          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (56-72:32-48) 
 
          30        40        50        60        70        80      
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL      
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
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PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
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                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (28-55:114-139) 
 
                  10        20        30        40        50        
PAT___    TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        60        70        80                                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHL                                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.5  bits: 20.6 E():   22 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (10-29:113-130) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
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      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 54; 26.7% identity (63.3% similar) in 30 aa overlap (1-30:255-284) 
 
                                             10        20        30 
PAT___                               TSTVNFRTEPQTPQEWIDDLERLQDRYPWL 
                                     : . :. .  .. .  ... .: . ::::: 
gi|125 DSFIHPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWL 
          230       240       250       260       270       280     
 
               40        50        60        70        80           
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL           
                                                                    
gi|125 TGSYDPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYR 
          290       300       310       320       330       340     
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.8  bits: 21.5 E():   24 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (20-72:217-268) 
 
                          10        20        30        40          
PAT___            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
      50        60        70        80                              
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                              
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (40-78:12-50) 
 
      10        20        30        40        50        60          
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
       70        80                                                 
PAT___ RLGLGSTLYTHL                                                 
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (21-64:16-55) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                           . :.   ::      : : ::  .  .:.:.  .:  ... 
gi|391      MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKV 
                    10        20        30          40          50  
 
               70        80                                         
PAT___ VYVSHRHQRLGLGSTLYTHL                                         
       : ::                                                         
gi|391 VIVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKV 
              60        70        80        90       100       110  
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 77.3  bits: 20.0 E():   25 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (15-38:47-70) 
 
                               10        20        30        40     
PAT___                 TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
           50        60        70        80                         
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                         
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (20-48:162-190) 
 
                          10        20        30        40          
PAT___            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
      50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                       
gi|223 VQ                              
                                       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (19-80:87-147) 
 
                           10        20        30          40       
PAT___             TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         50        60          70        80                         
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHL                         
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (19-80:87-147) 
 
                           10        20        30          40       
PAT___             TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         50        60          70        80                         
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHL                         
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
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Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (19-80:87-147) 
 
                           10        20        30          40       
PAT___             TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         50        60          70        80                         
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHL                         
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (7-28:111-130) 
 
                                       10        20        30       
PAT___                         TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
         40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                                    
gi|741 FSTLG                                        
      140                                           
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.5 E():   31 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (60-72:63-75) 
 
      30        40        50        60        70        80          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL          
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (7-28:71-92) 
 
                                       10        20        30       
PAT___                         TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                 
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.3  bits: 15.7 E():   32 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:1-14) 
 
          10        20        30        40        50        60      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
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          70        80 
PAT___ RHQRLGLGSTLYTHL 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (14-40:68-92) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
            50        60        70        80                        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (14-42:69-95) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            50        60        70        80                        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (14-42:69-95) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            50        60        70        80                        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (14-42:69-95) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            50        60        70        80                        
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                        
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (9-28:108-126) 
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                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
       40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:101-124) 
 
                                            10        20        30  
PAT___                              TSTVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
              40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                                         
gi|288 L                                                 
                                                         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (35-78:67-110) 
 
           10        20        30        40        50        60     
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
           70        80                                             
PAT___ HRHQRLGLGSTLYTHL                                             
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (9-57:110-157) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
       40        50        60        70        80                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                   
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (9-57:110-157) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
       40        50        60        70        80                   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                   
        ..  .  :   :  :  :                                          
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gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 20.0 E():   37 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (10-30:121-141) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 49; 25.0% identity (67.9% similar) in 28 aa overlap (2-29:17-44) 
 
                              10        20        30        40      
PAT___                TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                       .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                          
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (35-78:127-170) 
 
           10        20        30        40        50        60     
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           70        80                                             
PAT___ HRHQRLGLGSTLYTHL                                             
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (35-78:127-170) 
 
           10        20        30        40        50        60     
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           70        80                                             
PAT___ HRHQRLGLGSTLYTHL                                             
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (10-55:66-109) 
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                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (13-78:133-193) 
 
                                 10        20        30        40   
PAT___                   TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
             50        60        70        80                       
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                       
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (20-36:32-48) 
 
                          10        20        30        40          
PAT___            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
      50        60        70        80                      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                      
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (4-51:1-40) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
          ..::   : :.:   ...::. . :    : ::     .:   :.  :          
gi|224    ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECAGVA 
                     10        20        30             40          
 
               70        80                                         
PAT___ VYVSHRHQRLGLGSTLYTHL                                         
                                                                    
gi|224 LSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRPPR 
      50        60        70        80        90       100          
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (11-35:135-159) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
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          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (11-35:135-159) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (11-35:135-159) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (11-35:135-159) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (11-35:135-159) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.3  bits: 20.6 E():   61 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (11-28:721-738) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.1  bits: 20.6 E():   62 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (11-28:736-753) 
 
                                   10        20        30        40 
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
               50        60        70        80                     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                     
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.1 E():   64 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (7-28:72-93) 
 
                                       10        20        30       
PAT___                         TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
         40        50        60        70        80                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                 
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
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            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
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Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (5-30:52-78) 
 
                                          10        20        30    
PAT___                           TSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
            40        50        60        70        80              
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL              
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (10-28:93-111) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (24-36:36-48) 
 
                      10        20        30        40        50    
PAT___        TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            60        70        80                  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHL                  
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (24-36:36-48) 
 
                      10        20        30        40        50    
PAT___        TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            60        70        80                  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHL                  
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gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (60-78:174-192) 
 
      30        40        50        60        70        80          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL          
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.4 E():   68 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (47-54:19-26) 
 
         20        30        40        50        60        70       
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
         80 
PAT___ YTHL 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.4 E():   68 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (32-54:9-26) 
 
              10        20        30        40        50        60  
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
              70        80 
PAT___ YVSHRHQRLGLGSTLYTHL 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (30-54:13-35) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                    ..: : : ..:      :  : :.:       
gi|856                  MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEE 
                                10        20        30          40  
 
               70        80                                         
PAT___ VYVSHRHQRLGLGSTLYTHL                                         
                                                                    
gi|856 LETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTD 
              50        60        70        80        90       100  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (35-59:242-266) 
 
           10        20        30        40        50        60     
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
           70        80 
PAT___ HRHQRLGLGSTLYTHL 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 986



 

 

 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (11-46:76-115) 
 
                                   10        20            30       
PAT___                     TSTVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
         40        50        60        70        80                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                 
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 15.4 E():   71 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (18-26:7-15) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                        .:::: ..:                                   
gi|471            KITLLEEDLERNEERLQTATERLEEAS                       
                          10        20                              
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (10-28:135-153) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 16.9 E():   72 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (18-27:3-12) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                        ::.::.  :.                                  
gi|144                MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMA 
                              10        20        30        40      
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (36-56:259-276) 
 
          10        20        30        40        50        60      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
          70        80 
PAT___ RHQRLGLGSTLYTHL 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (15-35:139-159) 
 
                               10        20        30        40     
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PAT___                 TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
           50        60        70        80                         
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                         
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (64-73:31-40) 
 
            40        50        60        70        80              
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL              
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (6-28:153-175) 
 
                                        10        20        30      
PAT___                          TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
          40        50        60        70        80                
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (14-40:86-112) 
 
                                10        20        30        40    
PAT___                  TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
            50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                             
gi|484 VLACGWVDGEVQE                         
         120                                 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
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             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
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>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:104-125) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (6-41:37-79) 
 
                                        10        20                
PAT___                          TSTVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
         30        40        50        60        70        80       
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL       
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (41-74:250-290) 
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               20        30        40        50        60           
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             70        80                                           
PAT___ ------RLGLGSTLYTHL                                           
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (41-74:250-290) 
 
               20        30        40        50        60           
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             70        80                                           
PAT___ ------RLGLGSTLYTHL                                           
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (29-78:147-193) 
 
                 10        20        30        40        50         
PAT___   TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
       60        70        80                                       
PAT___ STVYVSHRHQRLGLGSTLYTHL                                       
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (13-49:11-47) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                   :. .... ...:  .  . :. .: ..:   ::  ::            
gi|144   MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIG 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ VYVSHRHQRLGLGSTLYTHL                                         
                                                                    
gi|144 RIMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELH 
       60        70        80        90       100       110         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (36-56:277-294) 
 
          10        20        30        40        50        60      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
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          70        80    
PAT___ RHQRLGLGSTLYTHL    
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (36-56:277-294) 
 
          10        20        30        40        50        60      
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          70        80    
PAT___ RHQRLGLGSTLYTHL    
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.8 E():   86 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (50-57:234-241) 
 
      20        30        40        50        60        70          
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
      80                                                            
PAT___ L                                                            
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (27-47:80-104) 
 
                   10        20        30        40            50   
PAT___     TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
             60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                    
gi|408 LTSFRKV                      
     110                            
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 16.0 E():   87 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (10-27:31-48) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
      40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (32-64:85-117) 
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              10        20        30        40        50        60  
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
              70        80 
PAT___ YVSHRHQRLGLGSTLYTHL 
         :                 
gi|128 DCSRVN              
          120              
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (10-28:135-153) 
 
                                    10        20        30          
PAT___                      TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                    
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (7-28:94-114) 
 
                                       10        20        30       
PAT___                         TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
         40        50        60        70        80                 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                 
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (9-56:157-208) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
         40          50        60        70        80               
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL               
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (9-56:157-208) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
         40          50        60        70        80               
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PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL               
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (9-56:157-208) 
 
                                     10        20        30         
PAT___                       TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
         40          50        60        70        80               
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL               
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (4-25:103-124) 
 
                                          10        20        30    
PAT___                            TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
            40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   99 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:6-19) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                             .:: .: :.  :.:                         
gi|183                  ATGKVVQDIMPPLLFVVQGKEKPSS                   
                                10        20                        
 
               70        80 
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PAT___ VYVSHRHQRLGLGSTLYTHL 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (9-48:1-40) 
 
               10        20        30        40        50        60 
PAT___ TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
               .::  :. ... ..:.    :.  .. :   .    :: .             
gi|269         QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNEL 
                       10        20        30        40        50   
 
               70        80                                      
PAT___ VYVSHRHQRLGLGSTLYTHL                                      
                                                                 
gi|269 YQEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
             60        70        80        90       100          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (19-44:137-162) 
 
                           10        20        30        40         
PAT___             TSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
       50        60        70        80                             
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL                             
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:40 2011 done: Wed Jan 19 14:40:41 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 32  - 111 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     6     2:*= 
  32     6     8:==* 
  34    23    22:=======* 
  36    33    44:===========   * 
  38    55    73:===================     * 
  40   114   102:=================================*==== 
  42   116   125:=======================================  * 
  44   163   138:=============================================*========= 
  46   173   140:==============================================*=========== 
  48   109   134:=====================================       * 
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  50    96   122:================================        * 
  52   117   108:===================================*=== 
  54    76    92:==========================    * 
  56    59    77:====================     * 
  58    50    63:=================   * 
  60    49    51:================* 
  62    40    41:=============* 
  64    42    33:==========*=== 
  66    22    26:========* 
  68    51    20:======*========== 
  70    20    16:=====*= 
  72     4    12:== * 
  74    15    10:===*= 
  76     6     8:==* 
  78    17     6:=*==== 
  80     3     5:=* 
  82    10     3:*=== 
  84     4     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.80230.0035; mu= 7.5087 0.182 
 mean_var=37.266310.588, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.210095 
 Kolmogorov-Smirnov  statistic: 0.0350 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.7     1.1 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.1     1.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.7       5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   57 22.1     5.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.2     7.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.7 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.4     9.6 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.1     9.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      11 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.9      12 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.4      12 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.7      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.9      13 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.9      13 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      13 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.1      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.1      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.1      14 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.1      14 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.1      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   56 21.8      16 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.6      17 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   52 20.6      20 
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gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      21 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      21 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      21 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      22 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.5      24 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.2      25 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      25 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.0      25 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      27 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      31 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      31 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      31 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      31 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.8      32 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      32 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      34 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      35 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      35 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      35 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      35 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   46 18.8      35 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.7      36 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.6      37 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.6      37 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      38 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   49 19.7      41 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   51 20.3      42 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.7      43 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.7      44 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.0      48 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.1      56 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      56 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      59 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      61 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      61 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      61 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      61 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      61 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      62 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      63 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.8      64 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.8      65 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.8      65 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.8      65 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.8      65 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.8      65 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.8      65 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.8      65 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      65 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.1      66 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      66 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.8      66 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.4      68 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.4      68 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.7      68 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.8      69 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.4      70 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.7      71 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.4      71 
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gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.7      72 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 16.9      72 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      73 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.7      75 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.5      75 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.5      78 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      78 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.5      79 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.5      79 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.5      79 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.5      79 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.5      79 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.5      79 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.5      79 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.5      79 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.5      79 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.5      79 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.5      79 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.5      79 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.5      79 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.5      79 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.5      79 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.5      79 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      79 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.5      79 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.5      79 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.5      79 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.5      79 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.5      79 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.5      79 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.5      79 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.5      79 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.5      79 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.5      80 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.1      82 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.0      84 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.0      84 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.4      84 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.8      84 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.7      85 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.7      85 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.2      86 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.7      87 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.0      87 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.2      89 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.7      91 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.7      93 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.2      97 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      97 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.2      97 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.7      98 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.7      98 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.7      98 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 14.8      98 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 16.9   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 101.9  bits: 25.7 E():  1.1 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (8-56:113-160) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
        40        50        60        70        80                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
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>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 98.6  bits: 25.1 E():  1.6 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (8-56:113-160) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
        40        50        60        70        80                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.9  bits: 22.7 E():    5 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (5-40:29-64) 
 
                                       10        20        30       
PAT___                         STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                 
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 88.7  bits: 22.1 E():  5.9 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (1-50:21-62) 
 
                                   10        20        30        40 
PAT___                     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                           :...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
               50        60        70        80                     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                     
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.6  bits: 21.2 E():  7.6 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (14-40:83-110) 
 
                                10        20         30        40   
PAT___                  STVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
             50        60        70        80   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL   
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.6  bits: 20.6 E():  7.7 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (10-27:7-24) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
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                : :..:..  .  :  ::                                  
gi|897    EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQG 
                  10        20        30        40        50        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 84.8  bits: 22.4 E():  9.6 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (3-48:262-307) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
             40         50        60        70        80            
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL            
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.1 E():  9.7 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:79-98) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.0 E():   11 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (41-54:53-66) 
 
               20        30        40        50        60        70 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
               80 
PAT___ LGSTLYTHLL 
                  
gi|323 RTNAAVTVR  
             90   
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (38-54:74-90) 
 
        10        20        30        40        50        60        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
        70        80                                                
PAT___ RLGLGSTLYTHLL                                                
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (9-69:158-215) 
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                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
       40        50        60         70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLL                  
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 82.9  bits: 22.7 E():   12 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (8-67:406-472) 
 
                                      10           20        30     
PAT___                        STVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
               40        50        60        70        80           
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL           
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.9 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (38-54:91-107) 
 
        10        20        30        40        50        60        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        70        80                                                
PAT___ RLGLGSTLYTHLL                                                
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.9 E():   13 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (38-54:91-107) 
 
        10        20        30        40        50        60        
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        70        80                                                
PAT___ RLGLGSTLYTHLL                                                
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 20.6 E():   13 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (11-45:109-143) 
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                                   10        20        30        40 
PAT___                     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
               50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
         :.:                                    
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ         
      140       150       160       170         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.1  bits: 22.1 E():   14 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (9-54:97-140) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (1-50:19-60) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
             50        60        70        80                       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (1-50:19-60) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
             50        60        70        80                       
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PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 81.6  bits: 22.1 E():   15 
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (1-50:19-60) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                         :...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
             50        60        70        80                       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (19-47:32-61) 
 
                           10        20        30         40        
PAT___             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
        50        60        70        80                    
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 56; 42.9% identity (71.4% similar) in 21 aa overlap (5-25:191-210) 
 
                                         10        20        30     
PAT___                           STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::.. .: : : :::. . .:          
gi|505 GLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFF 
              170       180       190        200       210          
 
           40        50        60        70        80               
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL               
                                                                    
gi|505 PENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEW 
     220       230       240       250       260       270          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (55-71:32-48) 
 
           30        40        50        60        70        80     
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL     
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 52; 20.0% identity (50.7% similar) in 75 aa overlap (4-66:73-147) 
 
                                          10        20        30    
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PAT___                            STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::..   
gi|668 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
             50        60        70        80        90       100   
 
              40        50                  60        70        80  
PAT___ EGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLL  
       .  .   . :: .   ...:          : :.. : .  .: :                
gi|668 DPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIA 
            110       120       130       140       150       160   
 
gi|668 AGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLTLVSV 
            170       180       190       200       210       220   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (27-54:114-139) 
 
                   10        20        30        40        50       
PAT___     STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         60        70        80                                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLL                                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (9-28:113-130) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.7  bits: 21.5 E():   24 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (19-71:217-268) 
 
                           10        20        30        40         
PAT___             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
       50        60        70        80                             
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                             
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (39-77:12-50) 
 
       10        20        30        40        50        60         
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
        70        80                                                
PAT___ RLGLGSTLYTHLL                                                
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.2  bits: 19.7 E():   25 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (20-63:16-55) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                          . :.   ::      : : ::  .  .:.:.  .:  ...: 
gi|391     MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVV 
                   10        20        30          40          50   
 
               70        80                                         
PAT___ YVSHRHQRLGLGSTLYTHLL                                         
        ::                                                          
gi|391 IVSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVV 
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             60        70        80        90       100       110   
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (14-37:47-70) 
 
                                10        20        30        40    
PAT___                  STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
            50        60        70        80                        
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                        
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (19-47:162-190) 
 
                           10        20        30        40         
PAT___             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
       50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                                        
gi|223 VQ                               
                                        
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (18-79:87-147) 
 
                            10        20        30          40      
PAT___              STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
          50        60          70        80                        
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLL                        
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (18-79:87-147) 
 
                            10        20        30          40      
PAT___              STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
          50        60          70        80                        
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLL                        
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
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>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (18-79:87-147) 
 
                            10        20        30          40      
PAT___              STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
          50        60          70        80                        
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLL                        
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (6-27:111-130) 
 
                                        10        20        30      
PAT___                          STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
          40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                                                     
gi|741 FSTLG                                         
      140                                            
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.5 E():   31 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (59-71:63-75) 
 
       30        40        50        60        70        80         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL         
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.4  bits: 15.8 E():   32 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:1-14) 
 
           10        20        30        40        50        60     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
           70        80 
PAT___ RHQRLGLGSTLYTHLL 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (6-27:71-92) 
 
                                        10        20        30      
PAT___                          STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
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          40        50        60        70        80                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (13-39:68-92) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
             50        60        70        80                       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.1 E():   35 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (13-41:69-95) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             50        60        70        80                       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.1 E():   35 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (13-41:69-95) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             50        60        70        80                       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.1 E():   35 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (13-41:69-95) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             50        60        70        80                       
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                       
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
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>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (8-27:108-126) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
        40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:101-124) 
 
                                             10        20        30 
PAT___                               STVNFRTEPQTPQEWIDDLERLQDRYPWLV 
                                     : ...  ::.:: .    .::: :       
gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG 
               80        90       100       110       120       130 
 
               40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                                                          
gi|288 L                                                  
                                                          
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (34-77:67-110) 
 
            10        20        30        40        50        60    
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ HRHQRLGLGSTLYTHLL                                            
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (8-56:110-157) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
        40        50        60        70        80                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (8-56:110-157) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
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        40        50        60        70        80                  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                  
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 20.0 E():   38 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (9-29:121-141) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 73.3  bits: 19.7 E():   41 
Smith-Waterman score: 49; 25.0% identity (67.9% similar) in 28 aa overlap (1-28:17-44) 
 
                               10        20        30        40     
PAT___                 STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                       .:.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                         
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 73.3  bits: 20.3 E():   42 
Smith-Waterman score: 51; 26.9% identity (65.4% similar) in 26 aa overlap (4-29:259-284) 
 
                                          10        20        30    
PAT___                            STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::     
gi|125 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
      230       240       250       260       270       280         
 
            40        50        60        70        80              
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL              
                                                                    
gi|125 DPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIA 
      290       300       310       320       330       340         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (34-77:127-170) 
 
            10        20        30        40        50        60    
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            70        80                                            
PAT___ HRHQRLGLGSTLYTHLL                                            
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (34-77:127-170) 
 
            10        20        30        40        50        60    
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            70        80                                            
PAT___ HRHQRLGLGSTLYTHLL                                            
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.1  bits: 20.0 E():   48 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (9-54:66-109) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (12-77:133-193) 
 
                                  10        20        30        40  
PAT___                    STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
              50        60        70        80                      
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                      
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (19-35:32-48) 
 
                           10        20        30        40         
PAT___             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
       50        60        70        80                     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                     
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.6  bits: 20.0 E():   59 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (3-50:1-40) 
 
               10        20        30        40        50        60 
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PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
         ..::   : :.:   ...::. . :    : ::     .:   :.  :           
gi|224   ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECAGVAL 
                    10        20        30             40        50 
 
               70        80                                         
PAT___ YVSHRHQRLGLGSTLYTHLL                                         
                                                                    
gi|224 SRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRPPRR 
               60        70        80        90       100       110 
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (10-34:135-159) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (10-34:135-159) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (10-34:135-159) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (10-34:135-159) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
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gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (10-34:135-159) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.1  bits: 20.6 E():   62 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (10-27:721-738) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.0  bits: 20.6 E():   63 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (10-27:736-753) 
 
                                    10        20        30          
PAT___                      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
      40        50        60        70        80                    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                    
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
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>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (6-27:72-93) 
 
                                        10        20        30      
PAT___                          STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
          40        50        60        70        80                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (4-29:52-78) 
 
                                           10        20        30   
PAT___                            STVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
             40        50        60        70        80             
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL             
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (23-35:36-48) 
 
                       10        20        30        40        50   
PAT___         STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             60        70        80                 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLL                 
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (23-35:36-48) 
 
                       10        20        30        40        50   
PAT___         STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
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             60        70        80                 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLL                 
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (9-27:93-111) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.4 E():   68 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (46-53:19-26) 
 
          20        30        40        50        60        70      
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
          80 
PAT___ YTHLL 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.4 E():   68 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (31-53:9-26) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     ::.: :.      : ::: ..:.        
gi|320                       YTTEGGTKAEAEDVIP----EG-WKADTSYE        
                                     10             20              
 
               70        80 
PAT___ YVSHRHQRLGLGSTLYTHLL 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.7 E():   68 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (59-77:174-192) 
 
       30        40        50        60        70        80         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL         
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (29-53:13-35) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                   ..: : : ..:      :  : :.:        
gi|856                 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEEL 
                               10        20        30          40   
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               70        80                                         
PAT___ YVSHRHQRLGLGSTLYTHLL                                         
                                                                    
gi|856 ETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDL 
             50        60        70        80        90       100   
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 15.4 E():   70 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (17-25:7-15) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                       .:::: ..:                                    
gi|471           KITLLEEDLERNEERLQTATERLEEAS                        
                         10        20                               
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (34-58:242-266) 
 
            10        20        30        40        50        60    
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
            70        80 
PAT___ HRHQRLGLGSTLYTHLL 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (10-45:76-115) 
 
                                    10        20            30      
PAT___                      STVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
          40        50        60        70        80                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (9-27:135-153) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 16.9 E():   72 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (17-26:3-12) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                       ::.::.  :.                                   
gi|144               MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAE 
                             10        20        30        40       
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>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (35-55:259-276) 
 
           10        20        30        40        50        60     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
           70        80 
PAT___ RHQRLGLGSTLYTHLL 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (14-34:139-159) 
 
                                10        20        30        40    
PAT___                  STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
            50        60        70        80                        
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                        
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (63-72:31-40) 
 
             40        50        60        70        80             
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL             
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (13-39:86-112) 
 
                                 10        20        30        40   
PAT___                   STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
             50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                                              
gi|484 VLACGWVDGEVQE                          
         120                                  
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.3  bits: 20.3 E():   78 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (5-27:153-175) 
 
                                         10        20        30     
PAT___                           STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
           40        50        60        70        80               
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL               
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gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
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             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
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gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:104-125) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
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>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (5-40:37-79) 
 
                                         10        20               
PAT___                           STVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
          30        40        50        60        70        80      
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL      
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (40-73:250-290) 
 
      10        20        30        40        50        60          
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              70        80                                          
PAT___ ------RLGLGSTLYTHLL                                          
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (40-73:250-290) 
 
      10        20        30        40        50        60          
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              70        80                                          
PAT___ ------RLGLGSTLYTHLL                                          
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (28-77:147-193) 
 
                  10        20        30        40        50        
PAT___    STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
        60        70        80                                      
PAT___ STVYVSHRHQRLGLGSTLYTHLL                                      
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (12-48:11-47) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                  :. .... ...:  .  . :. .: ..:   ::  ::             
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gi|144  MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGR 
                10        20        30        40        50          
 
               70        80                                         
PAT___ YVSHRHQRLGLGSTLYTHLL                                         
                                                                    
gi|144 IMEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHK 
      60        70        80        90       100       110          
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.7 E():   85 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (35-55:277-294) 
 
           10        20        30        40        50        60     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           70        80   
PAT___ RHQRLGLGSTLYTHLL   
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.7 E():   85 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (35-55:277-294) 
 
           10        20        30        40        50        60     
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           70        80   
PAT___ RHQRLGLGSTLYTHLL   
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (26-46:80-104) 
 
                    10        20        30            40        50  
PAT___      STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
              60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                                     
gi|408 LTSFRKV                       
     110                             
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.7 E():   87 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (49-56:234-241) 
 
       20        30        40        50        60        70         
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
       80                                                           
PAT___ LL                                                           
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
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           270       280       290       300       310       320    
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 16.0 E():   87 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (9-26:31-48) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
       40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (31-63:85-117) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
               70        80 
PAT___ YVSHRHQRLGLGSTLYTHLL 
         :                  
gi|128 DCSRVN               
          120               
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.7 E():   91 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (9-27:135-153) 
 
                                     10        20        30         
PAT___                       STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                   
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (6-27:94-114) 
 
                                        10        20        30      
PAT___                          STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
          40        50        60        70        80                
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL                
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
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             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (3-24:103-124) 
 
                                           10        20        30   
PAT___                             STVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
             40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (8-55:157-208) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
          40          50        60        70        80              
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL              
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (8-55:157-208) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
          40          50        60        70        80              
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL              
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (8-55:157-208) 
 
                                      10        20        30        
PAT___                        STVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
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        130       140       150       160       170       180       
 
          40          50        60        70        80              
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL              
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   98 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:6-19) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                            .:: .: :.  :.:                          
gi|183                 ATGKVVQDIMPPLLFVVQGKEKPSS                    
                               10        20                         
 
               70        80 
PAT___ YVSHRHQRLGLGSTLYTHLL 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E(): 1e 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (8-47:1-40) 
 
               10        20        30        40        50        60 
PAT___ STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
              .::  :. ... ..:.    :.  .. :   .    :: .              
gi|269        QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELY 
                      10        20        30        40        50    
 
               70        80                                     
PAT___ YVSHRHQRLGLGSTLYTHLL                                     
                                                                
gi|269 QEDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
            60        70        80        90       100          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:41 2011 done: Wed Jan 19 14:40:41 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 33  - 112 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:== 
  30     4     2:*= 
  32     4     8:==* 
  34    28    22:=======*== 
  36    33    44:===========   * 
  38    55    73:===================     * 
  40   114   102:=================================*==== 
  42   120   125:======================================== * 
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  44   163   138:=============================================*========= 
  46   169   140:==============================================*========== 
  48   106   134:====================================        * 
  50    97   122:=================================       * 
  52   116   108:===================================*=== 
  54    78    92:==========================    * 
  56    58    77:====================     * 
  58    49    63:=================   * 
  60    46    51:================* 
  62    44    41:=============*= 
  64    40    33:==========*=== 
  66    22    26:========* 
  68    47    20:======*========= 
  70    27    16:=====*=== 
  72     4    12:== * 
  74    13    10:===*= 
  76    10     8:==*= 
  78    16     6:=*==== 
  80     5     5:=* 
  82     6     3:*= 
  84     5     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79220.00347; mu= 7.5488 0.181 
 mean_var=36.599110.461, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.212002 
 Kolmogorov-Smirnov  statistic: 0.0370 (N=28) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.8       1 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.2     1.5 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.8     4.8 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.2     7.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.4     9.2 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.1     9.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.9      11 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.4      11 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.7      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.9      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.9      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.1      13 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.1      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      15 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   56 21.8      16 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   52 20.6      16 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.6      16 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   52 20.6      19 
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gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      20 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      20 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      20 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      20 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      21 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.5      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.2      24 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      24 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.0      24 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      30 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      30 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      30 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.8      31 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      31 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      33 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      33 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      33 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      34 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.7      34 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.6      36 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.6      36 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      37 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 20.6      39 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 20.6      39 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 20.6      40 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   51 20.3      40 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.7      42 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.7      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.0      47 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   48 19.4      49 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.1      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      55 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      57 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      59 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      59 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      59 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      59 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      59 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      60 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      61 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      63 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      63 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      63 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      63 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      63 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      63 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      63 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      63 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      63 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      64 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.8      65 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      65 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      65 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.8      66 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.5      67 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.5      67 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      69 
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gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.5      69 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      69 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.8      70 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      70 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      73 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      74 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      76 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      76 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   42 17.6      78 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      78 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      78 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      78 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      78 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      78 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      78 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      78 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      78 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      78 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      78 
gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      78 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      78 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      78 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      78 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      78 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      78 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      78 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      78 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      78 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      78 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      78 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      78 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      78 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      78 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      78 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      78 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      80 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.1      82 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.1      82 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.5      82 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      82 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      83 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      83 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      85 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      85 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.1      86 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      88 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      89 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.8      91 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      95 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      95 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.8      96 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.8      96 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.8      96 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 14.9      97 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1      98 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0   1e 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 102.4  bits: 25.8 E():    1 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (7-55:113-160) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
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         40        50        60        70        80                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.1  bits: 25.2 E():  1.5 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (7-55:113-160) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
         40        50        60        70        80                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.3  bits: 22.8 E():  4.8 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (4-39:29-64) 
 
                                        10        20        30      
PAT___                          TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.0  bits: 21.2 E():  7.3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (13-39:83-110) 
 
                                 10        20         30        40  
PAT___                   TVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
              50        60        70        80  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK  
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.9  bits: 20.6 E():  7.4 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (9-26:7-24) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
               : :..:..  .  :  ::                                   
gi|897   EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGY 
                 10        20        30        40        50         
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.2  bits: 22.4 E():  9.2 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (2-47:262-307) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
              40         50        60        70        80           
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK           
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.1 E():  9.2 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:79-98) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.0 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (40-53:53-66) 
 
      10        20        30        40        50        60          
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
      70        80 
PAT___ LGSTLYTHLLK 
                   
gi|323 RTNAAVTVR   
             90    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 20.9 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (37-53:74-90) 
 
         10        20        30        40        50        60       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
         70        80                                               
PAT___ RLGLGSTLYTHLLK                                               
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (8-68:158-215) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
        40        50        60         70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK                 
       :.::   :.  .. .  :  ... ::  :..:                             
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gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 83.3  bits: 22.7 E():   12 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (7-66:406-472) 
 
                                       10           20        30    
PAT___                         TVNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
                40        50        60        70        80          
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK          
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.0  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (37-53:91-107) 
 
         10        20        30        40        50        60       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         70        80                                               
PAT___ RLGLGSTLYTHLLK                                               
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.0  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (37-53:91-107) 
 
         10        20        30        40        50        60       
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         70        80                                               
PAT___ RLGLGSTLYTHLLK                                               
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (10-44:109-143) 
 
                                    10        20        30          
PAT___                      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
      40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
         :.:                                     
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ          
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      140       150       160       170          
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (8-53:97-140) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (18-46:32-61) 
 
                            10        20        30         40       
PAT___              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
         50        60        70        80                   
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 56; 42.9% identity (71.4% similar) in 21 aa overlap (4-24:191-210) 
 
                                          10        20        30    
PAT___                            TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::.. .: : : :::. . .:          
gi|505 GLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFF 
              170       180       190        200       210          
 
            40        50        60        70        80              
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK              
                                                                    
gi|505 PENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEW 
     220       230       240       250       260       270          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (1-49:22-62) 
 
                                    10        20        30          

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1040



 

 

PAT___                      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                            ...::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
      40        50        60        70        80                    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                    
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (54-70:32-48) 
 
            30        40        50        60        70        80    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK    
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 52; 20.0% identity (50.7% similar) in 75 aa overlap (3-65:73-147) 
 
                                           10        20        30   
PAT___                             TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::..   
gi|668 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
             50        60        70        80        90       100   
 
               40        50                  60        70        80 
PAT___ EGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
       .  .   . :: .   ...:          : :.. : .  .: :                
gi|668 DPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIA 
            110       120       130       140       150       160   
 
gi|668 AGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLTLVSV 
            170       180       190       200       210       220   
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
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                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (26-53:114-139) 
 
                    10        20        30        40        50      
PAT___      TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          60        70        80                                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLK                                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (8-27:113-130) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (18-70:217-268) 
 
                            10        20        30        40        
PAT___              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
        50        60        70        80                            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                            
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
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 initn:  47 init1:  47 opt:  54  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (38-76:12-50) 
 
        10        20        30        40        50        60        
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
         70        80                                               
PAT___ RLGLGSTLYTHLLK                                               
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (19-62:16-55) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                         . :.   ::      : : ::  .  .:.:.  .:  ...:  
gi|391    MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVI 
                  10        20        30          40          50    
 
               70        80                                         
PAT___ VSHRHQRLGLGSTLYTHLLK                                         
       ::                                                           
gi|391 VSIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVF 
            60        70        80        90       100       110    
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.5  bits: 20.0 E():   24 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (13-36:47-70) 
 
                                 10        20        30        40   
PAT___                   TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
             50        60        70        80                       
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                       
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 19.7 E():   27 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (18-46:162-190) 
 
                            10        20        30        40        
PAT___              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                         
gi|223 VQ                                
                                         
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (17-78:87-147) 
 
                             10        20        30          40     
PAT___               TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
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         60        70        80        90       100       110       
 
           50        60          70        80                       
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLK                       
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (17-78:87-147) 
 
                             10        20        30          40     
PAT___               TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
           50        60          70        80                       
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLK                       
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (17-78:87-147) 
 
                             10        20        30          40     
PAT___               TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
           50        60          70        80                       
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLK                       
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (5-26:111-130) 
 
                                         10        20        30     
PAT___                           TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
           40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                                      
gi|741 FSTLG                                          
      140                                             
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.5 E():   30 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (58-70:63-75) 
 
        30        40        50        60        70        80        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK        
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                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.6  bits: 15.8 E():   31 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:1-14) 
 
            10        20        30        40        50        60    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
            70        80 
PAT___ RHQRLGLGSTLYTHLLK 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:71-92) 
 
                                         10        20        30     
PAT___                           TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK               
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (12-38:68-92) 
 
                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (12-40:69-95) 
 
                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (12-40:69-95) 
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                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (12-40:69-95) 
 
                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (7-26:108-126) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
         40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 19.7 E():   34 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (33-76:67-110) 
 
             10        20        30        40        50        60   
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
             70        80                                           
PAT___ HRHQRLGLGSTLYTHLLK                                           
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (7-55:110-157) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
         40        50        60        70        80                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                 
        ..  .  :   :  :  :                                          
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gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (7-55:110-157) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
         40        50        60        70        80                 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                 
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (8-28:121-141) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (1-49:20-60) 
 
                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                          ...::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (1-49:20-60) 
 
                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                          ...::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 73.7  bits: 20.6 E():   40 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (1-49:20-60) 
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                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                          ...::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
              50        60        70        80                      
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                      
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 73.5  bits: 20.3 E():   40 
Smith-Waterman score: 51; 26.9% identity (65.4% similar) in 26 aa overlap (3-28:259-284) 
 
                                           10        20        30   
PAT___                             TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::     
gi|125 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
      230       240       250       260       270       280         
 
             40        50        60        70        80             
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK             
                                                                    
gi|125 DPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIA 
      290       300       310       320       330       340         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (33-76:127-170) 
 
             10        20        30        40        50        60   
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             70        80                                           
PAT___ HRHQRLGLGSTLYTHLLK                                           
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (33-76:127-170) 
 
             10        20        30        40        50        60   
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             70        80                                           
PAT___ HRHQRLGLGSTLYTHLLK                                           
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.3  bits: 20.0 E():   47 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (8-53:66-109) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
        40        50        60        70        80                  
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   49 
Smith-Waterman score: 48; 25.9% identity (66.7% similar) in 27 aa overlap (1-27:18-44) 
 
                                10        20        30        40    
PAT___                  TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                        :.:....:.   .: ..   :: . :.                 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                        
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (11-76:133-193) 
 
                                   10        20        30        40 
PAT___                     TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
               50        60        70        80                     
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                     
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   55 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (18-34:32-48) 
 
                            10        20        30        40        
PAT___              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
        50        60        70        80                    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                    
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (2-49:1-40) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
        ..::   : :.:   ...::. . :    : ::     .:   :.  :            
gi|224  ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECAGVALS 
                   10        20        30             40        50  
 
               70        80                                         
PAT___ VSHRHQRLGLGSTLYTHLLK                                         
                                                                    
gi|224 RLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRPPRRL 
              60        70        80        90       100       110  
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>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (9-33:135-159) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (9-33:135-159) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (9-33:135-159) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (9-33:135-159) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (9-33:135-159) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
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                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (9-26:721-738) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.2  bits: 20.6 E():   61 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (9-26:736-753) 
 
                                     10        20        30         
PAT___                       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
       40        50        60        70        80                   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                   
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
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                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
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              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (5-26:72-93) 
 
                                         10        20        30     
PAT___                           TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
           40        50        60        70        80               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK               
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (3-28:52-78) 
 
                                            10        20        30  
PAT___                             TVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
              40        50        60        70        80            
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK            
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (8-26:93-111) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (22-34:36-48) 
 
                        10        20        30        40        50  
PAT___          TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              60        70        80                
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLK                
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (22-34:36-48) 
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                        10        20        30        40        50  
PAT___          TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              60        70        80                
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLK                
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (58-76:174-192) 
 
        30        40        50        60        70        80        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK        
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.5 E():   67 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (30-52:9-26) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                    ::.: :.      : ::: ..:.         
gi|320                      YTTEGGTKAEAEDVIP----EG-WKADTSYE         
                                    10             20               
 
               70        80 
PAT___ VSHRHQRLGLGSTLYTHLLK 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.5 E():   67 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (45-52:19-26) 
 
           20        30        40        50        60        70     
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
           80 
PAT___ YTHLLK 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (28-52:13-35) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                  ..: : : ..:      :  : :.:         
gi|856                MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELE 
                              10        20        30          40    
 
               70        80                                         
PAT___ VSHRHQRLGLGSTLYTHLLK                                         
                                                                    
gi|856 TKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLN 
            50        60        70        80        90       100    
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (33-57:242-266) 
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             10        20        30        40        50        60   
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
             70        80 
PAT___ HRHQRLGLGSTLYTHLLK 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.5 E():   69 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (16-24:7-15) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                      .:::: ..:                                     
gi|471          KITLLEEDLERNEERLQTATERLEEAS                         
                        10        20                                
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (9-44:76-115) 
 
                                     10        20            30     
PAT___                       TVNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
           40        50        60        70        80               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK               
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (8-26:135-153) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.0 E():   70 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (16-25:3-12) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                      ::.::.  :.                                    
gi|144              MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEI 
                            10        20        30        40        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (34-54:259-276) 
 
            10        20        30        40        50        60    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
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            70        80 
PAT___ RHQRLGLGSTLYTHLLK 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (13-33:139-159) 
 
                                 10        20        30        40   
PAT___                   TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
             50        60        70        80                       
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                       
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.6 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (62-71:31-40) 
 
              40        50        60        70        80            
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK            
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (12-38:86-112) 
 
                                  10        20        30        40  
PAT___                    TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
              50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                               
gi|484 VLACGWVDGEVQE                           
         120                                   
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.5  bits: 20.3 E():   76 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (4-26:153-175) 
 
                                          10        20        30    
PAT___                            TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
            40        50        60        70        80              
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK              
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
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                                     ...  ::.:: .    .::: :         
gi|288 MVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
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>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
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PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
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                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:104-125) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
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              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (4-39:37-79) 
 
                                          10        20              
PAT___                            TVNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
           30        40        50        60        70        80     
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK     
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (39-72:250-290) 
 
       10        20        30        40        50        60         
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               70        80                                         
PAT___ ------RLGLGSTLYTHLLK                                         
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (39-72:250-290) 
 
       10        20        30        40        50        60         
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               70        80                                         
PAT___ ------RLGLGSTLYTHLLK                                         
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (27-76:147-193) 
 
                   10        20        30        40        50       
PAT___     TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
         60        70        80                                     
PAT___ STVYVSHRHQRLGLGSTLYTHLLK                                     
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (11-47:11-47) 
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               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ VSHRHQRLGLGSTLYTHLLK                                         
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (34-54:277-294) 
 
            10        20        30        40        50        60    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            70        80  
PAT___ RHQRLGLGSTLYTHLLK  
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (34-54:277-294) 
 
            10        20        30        40        50        60    
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            70        80  
PAT___ RHQRLGLGSTLYTHLLK  
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (25-45:80-104) 
 
                     10        20        30            40        50 
PAT___       TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
               60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                      
gi|408 LTSFRKV                        
     110                              
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (48-55:234-241) 
 
        20        30        40        50        60        70        
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
        80                                                          
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PAT___ LLK                                                          
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 16.1 E():   86 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (8-25:31-48) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
        40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.3 E():   88 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (30-62:85-117) 
 
                10        20        30        40        50          
PAT___  TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
      60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLK 
         :                   
gi|128 DCSRVN                
          120                
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (8-26:135-153) 
 
                                      10        20        30        
PAT___                        TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.0  bits: 18.8 E():   91 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (5-26:94-114) 
 
                                         10        20        30     
PAT___                           TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
           40        50        60        70        80               
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK               
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
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PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (2-23:103-124) 
 
                                            10        20        30  
PAT___                              TVNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
              40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (7-54:157-208) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
           40          50        60        70        80             
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK             
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (7-54:157-208) 
 
                                       10        20        30       
PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
           40          50        60        70        80             
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK             
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (7-54:157-208) 
 
                                       10        20        30       
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PAT___                         TVNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
           40          50        60        70        80             
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK             
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 14.9 E():   97 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:6-19) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                           .:: .: :.  :.:                           
gi|183                ATGKVVQDIMPPLLFVVQGKEKPSS                     
                              10        20                          
 
               70        80 
PAT___ VSHRHQRLGLGSTLYTHLLK 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (7-46:1-40) 
 
               10        20        30        40        50        60 
PAT___ TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
             .::  :. ... ..:.    :.  .. :   .    :: .               
gi|269       QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQ 
                     10        20        30        40        50     
 
               70        80                                    
PAT___ VSHRHQRLGLGSTLYTHLLK                                    
                                                               
gi|269 EDQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
           60        70        80        90       100          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (17-42:137-162) 
 
                             10        20        30        40       
PAT___               TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
         50        60        70        80                           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK                           
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (22-34:36-48) 
 
                        10        20        30        40        50  
PAT___          TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              60        70        80                  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1068



 

 

 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (22-34:36-48) 
 
                        10        20        30        40        50  
PAT___          TVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              60        70        80                  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLK                  
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:41 2011 done: Wed Jan 19 14:40:41 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 34  - 113 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:*= 
  32     6     8:==* 
  34    25    22:=======*= 
  36    33    44:===========   * 
  38    67    73:======================= * 
  40   118   102:=================================*====== 
  42   110   125:=====================================    * 
  44   168   138:=============================================*========== 
  46   154   140:==============================================*===== 
  48   106   134:====================================        * 
  50    97   122:=================================       * 
  52   118   108:===================================*==== 
  54    77    92:==========================    * 
  56    60    77:====================     * 
  58    52    63:==================  * 
  60    46    51:================* 
  62    43    41:=============*= 
  64    41    33:==========*=== 
  66    22    26:========* 
  68    48    20:======*========= 
  70    30    16:=====*==== 
  72     3    12:=  * 
  74    10    10:===* 
  76    11     8:==*= 
  78    17     6:=*==== 
  80     3     5:=* 
  82     6     3:*= 
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  84     5     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79620.00347; mu= 7.4627 0.181 
 mean_var=37.002610.578, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.210843 
 Kolmogorov-Smirnov  statistic: 0.0370 (N=28) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 25.8       1 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.2     1.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.7     4.8 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.2     7.4 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.6     7.4 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   58 22.4     9.3 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.1     9.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.0      10 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 20.9      11 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.4      11 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.7      12 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 20.9      12 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 20.9      12 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.6      13 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.1      13 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.1      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   56 21.8      16 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.6      16 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   52 20.6      19 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.5      20 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      20 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      20 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.5      20 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.5      20 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.6      21 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.5      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.2      24 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.7      24 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.0      25 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   50 20.0      25 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.7      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      30 
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gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      30 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.0      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.1      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.5      31 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 15.8      31 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.0      31 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.1      33 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.1      34 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.1      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.8      34 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.7      35 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.6      36 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.6      36 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.0      37 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   51 20.3      40 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.7      42 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.7      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.0      47 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.1      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.9      55 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   50 20.0      57 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   50 20.0      59 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   50 20.0      59 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.1      60 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.1      60 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.1      60 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.1      60 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.1      60 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      60 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   50 20.0      60 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      61 
gi|110644964|gb|ABG81318.1| pollen profilin varian ( 130)   43 17.9      63 
gi|110644962|gb|ABG81317.1| pollen profilin varian ( 131)   43 17.9      63 
gi|14161635|gb|AAK54834.1| profilin [Musa acuminat ( 131)   43 17.9      63 
gi|2415702|emb|CAA70610.1| profilin 4 [Phleum prat ( 131)   43 17.9      63 
gi|2415700|emb|CAA70609.1| profilin 3 [Phleum prat ( 131)   43 17.9      63 
gi|110644954|gb|ABG81313.1| pollen profilin varian ( 131)   43 17.9      63 
gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131)   43 17.9      63 
gi|110644956|gb|ABG81314.1| pollen profilin varian ( 131)   43 17.9      63 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.1      63 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.2      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      65 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      65 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.8      65 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.5      66 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.5      66 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.8      67 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 17.9      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      69 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.5      69 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.5      69 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.8      70 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.0      70 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.8      73 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.6      74 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 18.8      75 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.6      76 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      76 
gi|28881455|emb|CAD46560.1| profilin [Malus x dome ( 131)   42 17.6      78 
gi|12659208|gb|AAK01236.1|AF327623_1 minor allerge ( 131)   42 17.6      78 
gi|27528312|emb|CAD37202.1| profilin [Prunus persi ( 131)   42 17.6      78 
gi|60418866|gb|AAX19860.1| profilin 2 [Malus x dom ( 131)   42 17.6      78 
gi|16555785|emb|CAD10376.1| profilin [Capsicum ann ( 131)   42 17.6      78 
gi|110644958|gb|ABG81315.1| pollen profilin varian ( 131)   42 17.6      78 
gi|190613937|gb|ACE80972.1| putative allergen Pru  ( 131)   42 17.6      78 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   42 17.6      78 
gi|57021110|gb|AAP13533.2| profilin [Cucumis melo  ( 131)   42 17.6      78 
gi|110644952|gb|ABG81312.1| pollen profilin varian ( 131)   42 17.6      78 
gi|3021373|emb|CAA11755.1| profilin [Glycine max]  ( 131)   42 17.6      78 
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gi|284810529|gb|ADB96066.1| profilin [Arachis hypo ( 131)   42 17.6      78 
gi|164510842|emb|CAK93713.1| profilin [Malus x dom ( 131)   42 17.6      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   42 17.6      78 
gi|12659206|gb|AAK01235.1|AF327622_1 minor allerge ( 131)   42 17.6      78 
gi|156938901|gb|ABU97472.1| profilin [Glycine max] ( 131)   42 17.6      78 
gi|16555787|emb|CAD10377.1| profilin [Solanum lyco ( 131)   42 17.6      78 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.6      78 
gi|83317152|gb|ABC02750.1| profilin [Litchi chinen ( 131)   42 17.6      78 
gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full= ( 131)   42 17.6      78 
gi|60418862|gb|AAX19858.1| profilin 2 [Malus x dom ( 131)   42 17.6      78 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   42 17.6      78 
gi|3183706|emb|CAA75312.1| profilin [Hevea brasili ( 131)   42 17.6      78 
gi|77416979|gb|ABA81885.1| profilin-like [Solanum  ( 131)   42 17.6      78 
gi|110644960|gb|ABG81316.1| pollen profilin varian ( 131)   42 17.6      78 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.6      78 
gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full= ( 131)   42 17.6      78 
gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full= ( 132)   42 17.6      78 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      80 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.1      82 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.1      82 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.5      82 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 17.9      82 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      82 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      82 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.3      85 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      85 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.1      86 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.3      87 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.8      89 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.8      91 
gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=P ( 131)   41 17.3      95 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   41 17.3      95 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.8      96 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.8      96 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.8      96 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 14.9      96 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.0      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1      98 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      99 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      99 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 102.2  bits: 25.8 E():    1 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (6-54:113-160) 
 
                                        10        20        30      
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
          40        50        60        70        80                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 99.0  bits: 25.2 E():  1.6 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (6-54:113-160) 
 
                                        10        20        30      
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
          40        50        60        70        80                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                
        ..  .  :   :  :  :                                          
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gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.2  bits: 22.7 E():  4.8 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (3-38:29-64) 
 
                                         10        20        30     
PAT___                           VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS               
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.9  bits: 21.2 E():  7.4 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (12-38:83-110) 
 
                                  10         20        30        40 
PAT___                    VNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
               50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                                
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD 
            120       130       140       150   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.8  bits: 20.6 E():  7.4 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (8-25:7-24) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
              : :..:..  .  :  ::                                    
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 85.1  bits: 22.4 E():  9.3 
Smith-Waterman score: 58; 27.7% identity (55.3% similar) in 47 aa overlap (1-46:262-307) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..:..  .  ..::   :.: :.:  :.:. 
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK 
             240       250       260       270        280       290 
 
               40         50        60        70        80          
PAT___ VEGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS          
          :     .:   :.:                                            
gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV 
              300       310       320       330       340       350 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.1 E():  9.3 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:79-98) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
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         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.0 E():   10 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (39-52:53-66) 
 
       10        20        30        40        50        60         
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
       70        80 
PAT___ LGSTLYTHLLKS 
                    
gi|323 RTNAAVTVR    
             90     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 20.9 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (36-52:74-90) 
 
          10        20        30        40        50        60      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
          70        80                                              
PAT___ RLGLGSTLYTHLLKS                                              
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (7-67:158-215) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
         40        50         60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKS                
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 83.2  bits: 22.7 E():   12 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (6-65:406-472) 
 
                                        10           20        30   
PAT___                          VNFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
                 40        50        60        70        80         
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS         
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
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         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (36-52:91-107) 
 
          10        20        30        40        50        60      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          70        80                                              
PAT___ RLGLGSTLYTHLLKS                                              
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 20.9 E():   12 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (36-52:91-107) 
 
          10        20        30        40        50        60      
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          70        80                                              
PAT___ RLGLGSTLYTHLLKS                                              
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (9-43:109-143) 
 
                                     10        20        30         
PAT___                       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
       40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
         :.:                                      
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ           
      140       150       160       170           
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (7-52:97-140) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.2  bits: 22.1 E():   13 
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Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (17-45:32-61) 
 
                             10        20        30         40      
PAT___               VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
          50        60        70        80                  
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 56; 42.9% identity (71.4% similar) in 21 aa overlap (3-23:191-210) 
 
                                           10        20        30   
PAT___                             VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::.. .: : : :::. . .:          
gi|505 GLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFF 
              170       180       190        200       210          
 
             40        50        60        70        80             
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS             
                                                                    
gi|505 PENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEW 
     220       230       240       250       260       270          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (53-69:32-48) 
 
             30        40        50        60        70        80   
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS   
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 52; 20.0% identity (50.7% similar) in 75 aa overlap (2-64:73-147) 
 
                                            10        20        30  
PAT___                              VNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::..   
gi|668 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
             50        60        70        80        90       100   
 
                40                  50        60        70          
PAT___ EGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
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       .  .   . :: .   ...:          : :.. : .  .: :                
gi|668 DPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIA 
            110       120       130       140       150       160   
 
      80                                                            
PAT___ S                                                            
                                                                    
gi|668 AGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLTLVSV 
            170       180       190       200       210       220   
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
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                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (25-52:114-139) 
 
                     10        20        30        40        50     
PAT___       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           60        70        80                                   
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PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKS                                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (7-26:113-130) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.9  bits: 21.5 E():   23 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (17-69:217-268) 
 
                             10        20        30        40       
PAT___               VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
         50        60        70        80                           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                           
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 77.5  bits: 21.2 E():   24 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (37-75:12-50) 
 
         10        20        30        40        50        60       
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
          70        80                                              
PAT___ RLGLGSTLYTHLLKS                                              
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (18-61:16-55) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                        . :.   ::      : : ::  .  .:.:.  .:  ...: : 
gi|391   MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIV 
                 10        20        30          40          50     
 
               70        80                                         
PAT___ SHRHQRLGLGSTLYTHLLKS                                         
       :                                                            
gi|391 SIPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFA 
           60        70        80        90       100       110     
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.4  bits: 20.0 E():   25 
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Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (12-35:47-70) 
 
                                  10        20        30        40  
PAT___                    VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
              50        60        70        80                      
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                      
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (1-48:23-62) 
 
                                     10        20        30         
PAT___                       VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                             ..::   : :.:   ...::. . :    : ::      
gi|221 NYLHMLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG----- 
               10        20           30        40        50        
 
       40        50        60        70        80                   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                   
       .:   :.  :                                                   
gi|221 GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPS 
             60        70        80        90       100       110   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 19.7 E():   27 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (17-45:162-190) 
 
                             10        20        30        40       
PAT___               VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
         50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                          
gi|223 VQ                                 
                                          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (16-77:87-147) 
 
                              10        20        30          40    
PAT___                VNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            50        60          70        80                      
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKS                      
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (16-77:87-147) 
 
                              10        20        30          40    
PAT___                VNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
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                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            50        60          70        80                      
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKS                      
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (16-77:87-147) 
 
                              10        20        30          40    
PAT___                VNFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            50        60          70        80                      
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKS                      
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (4-25:111-130) 
 
                                          10        20        30    
PAT___                            VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
            40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                                       
gi|741 FSTLG                                           
      140                                              
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.5 E():   31 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (57-69:63-75) 
 
         30        40        50        60        70        80       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS       
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.6  bits: 15.8 E():   31 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:1-14) 
 
             10        20        30        40        50        60   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
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             70        80 
PAT___ RHQRLGLGSTLYTHLLKS 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:71-92) 
 
                                          10        20        30    
PAT___                            VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS              
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (11-37:68-92) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (11-39:69-95) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (11-39:69-95) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (11-39:69-95) 
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                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (6-25:108-126) 
 
                                        10        20        30      
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
          40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (32-75:67-110) 
 
              10        20        30        40        50        60  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
              70        80                                          
PAT___ HRHQRLGLGSTLYTHLLKS                                          
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (6-54:110-157) 
 
                                        10        20        30      
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
          40        50        60        70        80                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (6-54:110-157) 
 
                                        10        20        30      
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
          40        50        60        70        80                
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
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      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (7-27:121-141) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 73.5  bits: 20.3 E():   40 
Smith-Waterman score: 51; 26.9% identity (65.4% similar) in 26 aa overlap (2-27:259-284) 
 
                                            10        20        30  
PAT___                              VNFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::     
gi|125 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
      230       240       250       260       270       280         
 
              40        50        60        70        80            
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS            
                                                                    
gi|125 DPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIA 
      290       300       310       320       330       340         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (32-75:127-170) 
 
              10        20        30        40        50        60  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              70        80                                          
PAT___ HRHQRLGLGSTLYTHLLKS                                          
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (32-75:127-170) 
 
              10        20        30        40        50        60  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              70        80                                          
PAT___ HRHQRLGLGSTLYTHLLKS                                          
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.3  bits: 20.0 E():   47 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (7-52:66-109) 
 
                                       10        20        30       
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PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (10-75:133-193) 
 
                                    10        20        30          
PAT___                      VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
      40        50        60        70        80                    
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                    
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (17-33:32-48) 
 
                             10        20        30        40       
PAT___               VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
         50        60        70        80                   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                   
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (1-48:1-40) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
       ..::   : :.:   ...::. . :    : ::     .:   :.  :             
gi|224 ISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GYIETWNPNNQEFECAGVALSR 
                  10        20        30             40        50   
 
               70        80                                         
PAT___ SHRHQRLGLGSTLYTHLLKS                                         
                                                                    
gi|224 LVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGRRYQSQRPPRRLQ 
             60        70        80        90       100       110   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (1-48:21-60) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                           ..::   : :.:   ...::. . :    : ::     .: 
gi|571 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
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               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
          :.  :                                                     
gi|571 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (1-48:21-60) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                           ..::   : :.:   ...::. . :    : ::     .: 
gi|199 MAKLLELSFCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
          :.  :                                                     
gi|199 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (8-32:135-159) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (8-32:135-159) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (8-32:135-159) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (8-32:135-159) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (8-32:135-159) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (8-25:721-738) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (1-48:21-60) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                           ..::   : :.:   ...::. . :    : ::     .: 
gi|213 MGKLLALSVCFCFLVLGASSISFR---QQPEENACQFQRLNAQRPDNRIESEG-----GY 
               10        20           30        40        50        
 
               50        60        70        80                     
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                     
          :.  :                                                     
gi|213 IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTY 
             60        70        80        90       100       110   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.2  bits: 20.6 E():   61 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (8-25:736-753) 
 
                                      10        20        30        
PAT___                        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
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gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
        40        50        60        70        80                  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                  
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|110644964|gb|ABG81318.1| pollen profilin variant 7   (130 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLNRA   
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|110644962|gb|ABG81317.1| pollen profilin variant 6   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|14161635|gb|AAK54834.1| profilin [Musa acuminata]    (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ... .::.:: .    .::: :         
gi|141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|2415702|emb|CAA70610.1| profilin 4 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|2415700|emb|CAA70609.1| profilin 3 [Phleum pratense  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|241 MVIQGEPGAVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
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               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|110644954|gb|ABG81313.1| pollen profilin variant 2   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|464471|sp|P35079.1|PROF1_PHLPR RecName: Full=Profil  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|464 MVIQGEPGRVIRGKKGAGGITIKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLVEQGM  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|110644956|gb|ABG81314.1| pollen profilin variant 3   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     :..  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (4-25:72-93) 
 
                                          10        20        30    
PAT___                            VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
            40        50        60        70        80              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS              
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (2-27:52-78) 
 
                                             10        20        30 
PAT___                              VNFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
               40        50        60        70        80           
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS           
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gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (21-33:36-48) 
 
                         10        20        30        40        50 
PAT___           VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               60        70        80               
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKS               
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (21-33:36-48) 
 
                         10        20        30        40        50 
PAT___           VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               60        70        80               
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKS               
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (7-25:93-111) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.5 E():   66 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (29-51:9-26) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                   ::.: :.      : ::: ..:.          
gi|320                     YTTEGGTKAEAEDVIP----EG-WKADTSYE          
                                   10             20                
 
               70        80 
PAT___ SHRHQRLGLGSTLYTHLLKS 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.5 E():   66 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (44-51:19-26) 
 
            20        30        40        50        60        70    
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
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gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
            80 
PAT___ YTHLLKS 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (57-75:174-192) 
 
         30        40        50        60        70        80       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS       
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (27-51:13-35) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                 ..: : : ..:      :  : :.:          
gi|856               MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELET 
                             10        20        30          40     
 
               70        80                                         
PAT___ SHRHQRLGLGSTLYTHLLKS                                         
                                                                    
gi|856 KIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNM 
           50        60        70        80        90       100     
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (32-56:242-266) 
 
              10        20        30        40        50        60  
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
              70        80 
PAT___ HRHQRLGLGSTLYTHLLKS 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.5 E():   69 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (15-23:7-15) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                     .:::: ..:                                      
gi|471         KITLLEEDLERNEERLQTATERLEEAS                          
                       10        20                                 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (8-43:76-115) 
 
                                      10        20            30    
PAT___                        VNFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
            40        50        60        70        80              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS              
       ..  . .. :                                                   
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gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (7-25:135-153) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.0 E():   70 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (15-24:3-12) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                     ::.::.  :.                                     
gi|144             MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEID 
                           10        20        30        40         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (33-53:259-276) 
 
             10        20        30        40        50        60   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
             70        80 
PAT___ RHQRLGLGSTLYTHLLKS 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (12-32:139-159) 
 
                                  10        20        30        40  
PAT___                    VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
              50        60        70        80                      
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                      
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.6 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (61-70:31-40) 
 
               40        50        60        70        80           
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS           
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
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>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (7-25:93-111) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (11-37:86-112) 
 
                                   10        20        30        40 
PAT___                     VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
               50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                                
gi|484 VLACGWVDGEVQE                            
         120                                    
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.5  bits: 20.3 E():   76 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (3-25:153-175) 
 
                                           10        20        30   
PAT___                             VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
             40        50        60        70        80             
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS             
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|28881455|emb|CAD46560.1| profilin [Malus x domestic  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|288 MVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|12659208|gb|AAK01236.1|AF327623_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRGKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
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               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|27528312|emb|CAD37202.1| profilin [Prunus persica]   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|275 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|60418866|gb|AAX19860.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|16555785|emb|CAD10376.1| profilin [Capsicum annuum]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEAGAVIRGKKGPGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|110644958|gb|ABG81315.1| pollen profilin variant 4   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|190613937|gb|ACE80972.1| putative allergen Pru du 4  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|190 MVIQGEPGAVIRGKKGPGGVTVKKSTLALLIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
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                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|779 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|57021110|gb|AAP13533.2| profilin [Cucumis melo var.  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|570 MVIQGEPGAVIRGKKGPGGVTVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___+ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|110644952|gb|ABG81312.1| pollen profilin variant 1   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLVKQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|3021373|emb|CAA11755.1| profilin [Glycine max]       (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|302 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|284810529|gb|ADB96066.1| profilin [Arachis hypogaea  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|284 MVIQGEPGAVIRGKKGPGGVTIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDTGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|164510842|emb|CAK93713.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|164 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
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               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGY  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|12659206|gb|AAK01235.1|AF327622_1 minor allergen ha  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|126 MVIQGEPGAVIRRKKGPGGVTVKKTSQALIIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|156938901|gb|ABU97472.1| profilin [Glycine max]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|156 MVIQGEPGAVIRGKKGPGGVTVKKTGAALIIGIYDEPMTPGQCNMVVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|16555787|emb|CAD10377.1| profilin [Solanum lycopers  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|165 MVIQGEPEAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLIEQSL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|582 MVIQGEPGAVIRGKKGPGGATVKKTGMALVIGIYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|83317152|gb|ABC02750.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
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Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|833 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|14423874|sp|Q9XF41.1|PROF2_MALDO RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|60418862|gb|AAX19858.1| profilin 2 [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|604 MVIQGEPGVVIRGKKGPGGVTVKKSTMALLIGIYDEPMTPGQCNMVVERLGDYLIEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|172 MVIQGEAGAVIRGKKGAGGITVKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|3183706|emb|CAA75312.1| profilin [Hevea brasiliensi  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|318 MVIQGEAGAVIRGKKGPGGVTVRKTNQALIIGIYDEPMTPGQCNMIVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|77416979|gb|ABA81885.1| profilin-like [Solanum tube  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|774 MVIQGEPGAVIRGKKGPGGITIKKTNQALIIGIYDEPMTPGQCNMIVERLGDYLVEQGL  
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             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|110644960|gb|ABG81316.1| pollen profilin variant 5   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|110 MVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVERLGDYLLEQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|158 MVIQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|14423869|sp|Q9T0M8.1|PROF2_PARJU RecName: Full=Prof  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 YMVIQGESGAVIGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGM  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|14423876|sp|Q9XG85.1|PROF1_PARJU RecName: Full=Prof  (132 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:104-125) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ...  ::.:: .    .::: :         
gi|144 MVIQGESGAVIRGKKGSGGATLKKTGQAIVIGIYDEPMTPGQCNLVVERLGDYLLEQGL  
            80        90       100       110       120       130    
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (3-38:37-79) 
 
                                           10                 20    
PAT___                             VNFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
            30        40        50        60        70        80    
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS    
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
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           70        80        90       100       110       120     
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (38-71:250-290) 
 
        10        20        30        40        50        60        
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                70        80                                        
PAT___ ------RLGLGSTLYTHLLKS                                        
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (38-71:250-290) 
 
        10        20        30        40        50        60        
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                70        80                                        
PAT___ ------RLGLGSTLYTHLLKS                                        
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (26-75:147-193) 
 
                    10        20        30        40        50      
PAT___      VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
          60        70        80                                    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKS                                    
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (10-46:11-47) 
 
                10        20        30        40        50          
PAT___  VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ VSHRHQRLGLGSTLYTHLLKS                                        
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 18.8 E():   82 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (33-53:277-294) 
 
             10        20        30        40        50        60   
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PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             70        80 
PAT___ RHQRLGLGSTLYTHLLKS 
                          
gi|275 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 18.8 E():   82 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (33-53:277-294) 
 
             10        20        30        40        50        60   
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             70        80 
PAT___ RHQRLGLGSTLYTHLLKS 
                          
gi|156 QAGNNLMMIEQYPYVVIM 
           310       320  
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.3 E():   85 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (24-44:80-104) 
 
                      10        20        30            40          
PAT___        VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
      50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                       
gi|408 LTSFRKV                         
     110                               
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (47-54:234-241) 
 
         20        30        40        50        60        70       
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
         80                                                         
PAT___ LLKS                                                         
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.6  bits: 16.1 E():   86 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (7-24:31-48) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
         40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
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>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (29-61:85-117) 
 
                 10        20        30        40        50         
PAT___   VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
       60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKS 
         :                    
gi|128 DCSRVN                 
          120                 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.8 E():   89 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (7-25:135-153) 
 
                                       10        20        30       
PAT___                         VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.1  bits: 18.8 E():   91 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (4-25:94-114) 
 
                                          10        20        30    
PAT___                            VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
            40        50        60        70        80              
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS              
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|75306610|sp|Q94JN2.1|PROF_ANACO RecName: Full=Profi  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|753 MVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVERLGDYLLEQGF  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|264 MVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYLIEQGF  
             80        90       100       110       120       130   
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               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:103-124) 
 
                                             10        20        30 
PAT___                               VNFRTEPQTPQEWIDDLERLQDRYPWLVAE 
                                     ..   ::.:: .    .::: :         
gi|348 MVIQGEPGAVIRGKKGAGGVTIKKTSQALIIGVYDEPMTPGQCNMIVERLGDYLIDQGL  
             80        90       100       110       120       130   
 
               40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (6-53:157-208) 
 
                                        10        20          30    
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
            40          50        60        70        80            
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS            
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (6-53:157-208) 
 
                                        10        20          30    
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
            40          50        60        70        80            
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS            
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (6-53:157-208) 
 
                                        10        20          30    
PAT___                          VNFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
            40          50        60        70        80            
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS            
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:6-19) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
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                          .:: .: :.  :.:                            
gi|183               ATGKVVQDIMPPLLFVVQGKEKPSS                      
                             10        20                           
 
               70        80 
PAT___ SHRHQRLGLGSTLYTHLLKS 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (6-45:1-40) 
 
               10        20        30        40        50        60 
PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
            .::  :. ... ..:.    :.  .. :   .    :: .                
gi|269      QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQE 
                    10        20        30        40        50      
 
               70        80                                   
PAT___ SHRHQRLGLGSTLYTHLLKS                                   
                                                              
gi|269 DQVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
          60        70        80        90       100          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (16-41:137-162) 
 
                              10        20        30        40      
PAT___                VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
          50        60        70        80                          
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS                          
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (21-33:36-48) 
 
                         10        20        30        40        50 
PAT___           VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
               60        70        80                 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (21-33:36-48) 
 
                         10        20        30        40        50 
PAT___           VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
               60        70        80                 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKS                 
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:41 2011 done: Wed Jan 19 14:40:41 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 35  - 114 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     6     0:== 
  30     3     2:* 
  32     7     8:==* 
  34    26    22:=======*= 
  36    33    44:===========   * 
  38    75    73:========================* 
  40   111   102:=================================*=== 
  42   112   125:======================================   * 
  44   163   138:=============================================*========= 
  46   148   140:==============================================*=== 
  48   106   134:====================================        * 
  50    96   122:================================        * 
  52   112   108:===================================*== 
  54    83    92:============================  * 
  56    56    77:===================      * 
  58    59    63:====================* 
  60    46    51:================* 
  62    53    41:=============*==== 
  64    47    33:==========*===== 
  66    45    26:========*====== 
  68    18    20:======* 
  70    21    16:=====*= 
  72     4    12:== * 
  74     7    10:===* 
  76    12     8:==*= 
  78    10     6:=*== 
  80    11     5:=*== 
  82     5     3:*= 
  84     7     3:*== 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.85100.00342; mu= 7.1215 0.178 
 mean_var=35.1865 9.604, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.216215 
 Kolmogorov-Smirnov  statistic: 0.0384 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.0    0.87 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.3 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.4     6.4 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.8     6.5 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.2     8.9 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1     9.9 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6      10 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   57 22.3      10 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      14 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   56 22.0      14 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   52 20.8      17 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.6      19 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.6      21 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.9      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.3      22 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      22 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      24 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.1      27 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.1      27 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.1      27 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.0      28 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.6      28 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      29 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      30 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      31 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      31 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.8      32 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      34 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   51 20.4      37 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      39 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      40 
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gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      44 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      50 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.2      50 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 18.9      52 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      55 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      55 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      55 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      55 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      55 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      57 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      58 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   44 18.3      59 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      60 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      60 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      60 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.6      60 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.6      60 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.9      62 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      62 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.6      63 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      64 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      64 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.1      65 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      65 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      68 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      68 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 18.9      70 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      70 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.4      72 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      74 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      77 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.6      77 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      77 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      77 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      78 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      78 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.4      79 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.2      79 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      80 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      81 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      84 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.9      86 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.0      88 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.1      91 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      93 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      93 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      93 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.1      96 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.1      98 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      98 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.0   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.6  bits: 26.0 E(): 0.87 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (5-53:113-160) 
 
                                         10        20        30     
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
           40        50        60        70        80               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
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             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.2  bits: 25.4 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (5-53:113-160) 
 
                                         10        20        30     
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
           40        50        60        70        80               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.3  bits: 22.9 E():  4.2 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (2-37:29-64) 
 
                                          10        20        30    
PAT___                            NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM              
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.9  bits: 21.4 E():  6.4 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (11-37:83-110) 
 
                                   10         20        30          
PAT___                     NFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
      40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                                 
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD  
            120       130       140       150    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.9  bits: 20.8 E():  6.5 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (7-24:7-24) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.0  bits: 22.3 E():  8.3 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:79-98) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
          40        50        60        70        80                
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.4  bits: 20.2 E():  8.9 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (38-51:53-66) 
 
        10        20        30        40        50        60        
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
        70        80 
PAT___ LGSTLYTHLLKSM 
                     
gi|323 RTNAAVTVR     
             90      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.6  bits: 21.1 E():  9.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (35-51:74-90) 
 
           10        20        30        40        50        60     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
           70        80                                             
PAT___ RLGLGSTLYTHLLKSM                                             
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (6-66:158-215) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
          40        50         60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSM               
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 84.3  bits: 22.3 E():   10 
Smith-Waterman score: 57; 28.3% identity (54.3% similar) in 46 aa overlap (1-45:263-307) 
 
                                             10        20        30 
PAT___                               NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     .:..  .  ..::   :.: :.:  :.:.  
gi|601 EEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKY 
            240       250       260       270        280       290  
 
               40         50        60        70        80          
PAT___ EGVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM          
         :     .:   :.:                                             
gi|601 PIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVN 
             300       310       320       330       340       350  
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>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.0  bits: 22.9 E():   11 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (5-64:406-472) 
 
                                         10           20            
PAT___                           NFRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
       30         40        50        60        70        80        
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM        
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (35-51:91-107) 
 
           10        20        30        40        50        60     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           70        80                                             
PAT___ RLGLGSTLYTHLLKSM                                             
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (35-51:91-107) 
 
           10        20        30        40        50        60     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           70        80                                             
PAT___ RLGLGSTLYTHLLKSM                                             
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (8-42:109-143) 
 
                                      10        20        30        
PAT___                        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
        40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
         :.:                                       
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ            
      140       150       160       170            
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (6-51:97-140) 
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                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.9  bits: 19.9 E():   14 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (16-44:32-61) 
 
                              10        20        30         40     
PAT___                NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
           50        60        70        80                 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 81.6  bits: 22.0 E():   14 
Smith-Waterman score: 56; 42.9% identity (71.4% similar) in 21 aa overlap (2-22:191-210) 
 
                                            10        20        30  
PAT___                              NFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::.. .: : : :::. . .:          
gi|505 GLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFF 
              170       180       190        200       210          
 
              40        50        60        70        80            
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM            
                                                                    
gi|505 PENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEW 
     220       230       240       250       260       270          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (52-68:32-48) 
 
              30        40        50        60        70        80  
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM  
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
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gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 52; 20.0% identity (50.7% similar) in 75 aa overlap (1-63:73-147) 
 
                                             10        20        30 
PAT___                               NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::..   
gi|668 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
             50        60        70        80        90       100   
 
                 40                  50        60        70         
PAT___ EGVVA--GIAYAGPWKARNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
       .  .   . :: .   ...:          : :.. : .  .: :                
gi|668 DPCTERYSTAYYNRRDVQTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIA 
            110       120       130       140       150       160   
 
       80                                                           
PAT___ SM                                                           
                                                                    
gi|668 AGLRIWVFSGDTDAVVPLTATRYSIGALGLPTTTSWYPWYDDQEVGGWSQVYKGLTLVSV 
            170       180       190       200       210       220   
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
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PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (24-51:114-139) 
 
                      10        20        30        40        50    
PAT___        NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            60        70        80                                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSM                                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (6-25:113-130) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.6  bits: 21.6 E():   21 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (16-68:217-268) 
 
                              10        20        30        40      
PAT___                NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
          50        60        70        80                          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                          
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 19.9 E():   22 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (17-60:16-55) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                       . :.   ::      : : ::  .  .:.:.  .:  ...: :: 
gi|391  MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVS 
                10        20        30          40          50      
 
               70        80                                         
PAT___ HRHQRLGLGSTLYTHLLKSM                                         
                                                                    
gi|391 IPGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFAT 
          60        70        80        90       100       110      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.2  bits: 21.3 E():   22 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (36-74:12-50) 
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          10        20        30        40        50         60     
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
           70        80                                             
PAT___ RLGLGSTLYTHLLKSM                                             
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (11-34:47-70) 
 
                                   10        20        30        40 
PAT___                     NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
               50        60        70        80                     
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                     
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.8 E():   24 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (16-44:162-190) 
 
                              10        20        30        40      
PAT___                NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
          50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                           
gi|223 VQ                                  
                                           
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (3-24:111-130) 
 
                                           10        20        30   
PAT___                             NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
             40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                                        
gi|741 FSTLG                                            
      140                                               
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (15-76:87-147) 
 
                               10        20        30          40   
PAT___                 NFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
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             50        60          70        80                     
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSM                     
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (15-76:87-147) 
 
                               10        20        30          40   
PAT___                 NFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
             50        60          70        80                     
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSM                     
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (15-76:87-147) 
 
                               10        20        30          40   
PAT___                 NFRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
             50        60          70        80                     
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSM                     
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.5  bits: 16.0 E():   28 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:1-14) 
 
              10        20        30        40        50        60  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
              70        80 
PAT___ RHQRLGLGSTLYTHLLKSM 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.5  bits: 18.6 E():   28 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (56-68:63-75) 
 
          30        40        50        60        70        80      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM      
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
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>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (3-24:71-92) 
 
                                           10        20        30   
PAT___                             NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM             
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (10-36:68-92) 
 
                                    10        20        30          
PAT___                      NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
      40        50        60        70        80                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                    
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (10-38:69-95) 
 
                                    10        20        30          
PAT___                      NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      40        50        60        70        80                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                    
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (10-38:69-95) 
 
                                    10        20        30          
PAT___                      NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      40        50        60        70        80                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                    
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (10-38:69-95) 
 
                                    10        20        30          
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PAT___                      NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
      40        50        60        70        80                    
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                    
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.7  bits: 18.9 E():   31 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (5-24:108-126) 
 
                                         10        20        30     
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
           40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 19.8 E():   32 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (31-74:67-110) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ HRHQRLGLGSTLYTHLLKSM                                         
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (5-53:110-157) 
 
                                         10        20        30     
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
           40        50        60        70        80               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (5-53:110-157) 
 
                                         10        20        30     
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
           40        50        60        70        80               
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM               
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
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>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.1 E():   34 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (6-26:121-141) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 74.1  bits: 20.4 E():   37 
Smith-Waterman score: 51; 26.9% identity (65.4% similar) in 26 aa overlap (1-26:259-284) 
 
                                             10        20        30 
PAT___                               NFRTEPQTPQEWIDDLERLQDRYPWLVAEV 
                                     :. .  .. .  ... .: . :::::     
gi|125 HPSPACDAATDVATAEQGNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSY 
      230       240       250       260       270       280         
 
               40        50        60        70        80           
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM           
                                                                    
gi|125 DPCTERYSTAYYNRRDVQMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIA 
      290       300       310       320       330       340         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (31-74:127-170) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               70        80                                         
PAT___ HRHQRLGLGSTLYTHLLKSM                                         
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.8 E():   40 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (31-74:127-170) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               70        80                                         
PAT___ HRHQRLGLGSTLYTHLLKSM                                         
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (6-51:66-109) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
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                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (16-32:32-48) 
 
                              10        20        30        40      
PAT___                NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
          50        60        70        80                  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                  
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (9-74:133-193) 
 
                                     10        20        30         
PAT___                       NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
       40        50        60        70        80                   
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                   
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (7-47:27-62) 
 
                                   10        20        30        40 
PAT___                     NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
 
               50        60        70        80                     
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                     
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (7-31:135-159) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
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         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (7-31:135-159) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (7-31:135-159) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (7-31:135-159) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (7-31:135-159) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 70.8  bits: 20.7 E():   57 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (7-24:721-738) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (7-24:736-753) 
 
                                       10        20        30       
PAT___                         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
         40        50        60        70        80                 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                 
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (3-24:72-93) 
 
                                           10        20        30   
PAT___                             NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
             40        50        60        70        80             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM             
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (1-26:52-78) 
 
                                              10        20          
PAT___                               NFRT-EPQTPQEWIDDLERLQDRYPWLVAE 
                                     :.:  : .  :.   . :. ::.::..    
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRG 
              30        40        50        60        70        80  
 
      30        40        50        60        70        80          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM          
                                                                    
gi|158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMEREL 
              90       100       110       120       130       140  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (20-32:36-48) 
 
                          10        20        30        40          
PAT___            NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
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          10        20        30        40        50        60      
 
      50        60        70        80              
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSM              
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (20-32:36-48) 
 
                          10        20        30        40          
PAT___            NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      50        60        70        80              
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSM              
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (6-24:93-111) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.4  bits: 15.6 E():   60 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (28-50:9-26) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                  ::.: :.      : ::: ..:.           
gi|320                    YTTEGGTKAEAEDVIP----EG-WKADTSYE           
                                  10             20                 
 
               70        80 
PAT___ HRHQRLGLGSTLYTHLLKSM 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.4  bits: 15.6 E():   60 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (43-50:19-26) 
 
             20        30        40        50        60        70   
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
             80 
PAT___ YTHLLKSM 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (56-74:174-192) 
 
          30        40        50        60        70        80      
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PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM      
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (26-50:13-35) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                ..: : : ..:      :  : :.:           
gi|856              MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETK 
                            10        20        30          40      
 
               70        80                                         
PAT___ HRHQRLGLGSTLYTHLLKSM                                         
                                                                    
gi|856 IDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMF 
          50        60        70        80        90       100      
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.0  bits: 15.6 E():   63 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (14-22:7-15) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                    .:::: ..:                                       
gi|471        KITLLEEDLERNEERLQTATERLEEAS                           
                      10        20                                  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (31-55:242-266) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
               70        80 
PAT___ HRHQRLGLGSTLYTHLLKSM 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (7-42:76-115) 
 
                                       10        20            30   
PAT___                         NFRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
             40        50        60        70        80             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM             
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.1 E():   65 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (14-23:3-12) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                    ::.::.  :.                                      
gi|144            MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDT 
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                          10        20        30        40          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (6-24:135-153) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (32-52:259-276) 
 
              10        20        30        40        50        60  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
              70        80 
PAT___ RHQRLGLGSTLYTHLLKSM 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (60-69:31-40) 
 
      30        40        50        60        70        80          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM          
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   68 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (11-31:139-159) 
 
                                   10        20        30        40 
PAT___                     NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
               50        60        70        80                     
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                     
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (6-24:93-111) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
          40        50        60        70        80                
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (10-36:86-112) 
 
                                    10        20        30          
PAT___                      NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
      40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                                 
gi|484 VLACGWVDGEVQE                             
         120                                     
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 20.4 E():   72 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (2-24:153-175) 
 
                                            10        20        30  
PAT___                              NFRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
              40        50        60        70        80            
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM            
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (2-37:37-79) 
 
                                            10                 20   
PAT___                              NFRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
             30        40        50        60        70        80   
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM   
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (9-45:11-47) 
 
                 10        20        30        40        50         
PAT___   NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ VSHRHQRLGLGSTLYTHLLKSM                                       
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.4  bits: 18.6 E():   77 
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Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (25-74:147-193) 
 
                     10        20        30        40        50     
PAT___       NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
           60        70        80                                   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSM                                   
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (37-70:250-290) 
 
         10        20        30        40        50        60       
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 70        80                                       
PAT___ ------RLGLGSTLYTHLLKSM                                       
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (37-70:250-290) 
 
         10        20        30        40        50        60       
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 70        80                                       
PAT___ ------RLGLGSTLYTHLLKSM                                       
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (32-52:277-294) 
 
              10        20        30        40        50        60  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              70        80 
PAT___ RHQRLGLGSTLYTHLLKSM 
                           
gi|156 QAGNNLMMIEQYPYVVIM  
           310       320   
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (32-52:277-294) 
 
              10        20        30        40        50        60  
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
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              70        80 
PAT___ RHQRLGLGSTLYTHLLKSM 
                           
gi|275 QAGNNLMMIEQYPYVVIM  
           310       320   
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (23-43:80-104) 
 
                       10        20        30            40         
PAT___         NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
       50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                        
gi|408 LTSFRKV                          
     110                                
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 16.2 E():   79 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (6-23:31-48) 
 
                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
          40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (46-53:234-241) 
 
          20        30        40        50        60        70      
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
          80                                                        
PAT___ LLKSM                                                        
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (28-60:85-117) 
 
                  10        20        30        40        50        
PAT___    NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSM 
         :                     
gi|128 DCSRVN                  
          120                  
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (6-24:135-153) 
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                                        10        20        30      
PAT___                          NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (3-24:94-114) 
 
                                           10        20        30   
PAT___                             NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
             40        50        60        70        80             
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM             
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.3  bits: 15.0 E():   88 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:6-19) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                         .:: .: :.  :.:                             
gi|183              ATGKVVQDIMPPLLFVVQGKEKPSS                       
                            10        20                            
 
               70        80 
PAT___ HRHQRLGLGSTLYTHLLKSM 
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (5-52:157-208) 
 
                                         10        20          30   
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
             40          50        60        70        80           
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM           
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (5-52:157-208) 
 
                                         10        20          30   
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
             40          50        60        70        80           
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM           
         :.       ::  .::: :.                                       
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gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (5-52:157-208) 
 
                                         10        20          30   
PAT___                           NFRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
             40          50        60        70        80           
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM           
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (5-44:1-40) 
 
               10        20        30        40        50        60 
PAT___ NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
           .::  :. ... ..:.    :.  .. :   .    :: .                 
gi|269     QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQED 
                   10        20        30        40        50       
 
               70        80                                  
PAT___ HRHQRLGLGSTLYTHLLKSM                                  
                                                             
gi|269 QVCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
         60        70        80        90       100          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (20-32:36-48) 
 
                          10        20        30        40          
PAT___            NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
      50        60        70        80                
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (20-32:36-48) 
 
                          10        20        30        40          
PAT___            NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
      50        60        70        80                
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (15-40:137-162) 
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                               10        20        30        40     
PAT___                 NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
           50        60        70        80                         
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                         
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (35-46:13-24) 
 
           10        20        30        40        50        60     
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
           70        80                                             
PAT___ RLGLGSTLYTHLLKSM                                             
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.1 E():   98 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (26-44:80-98) 
 
                    10        20        30        40        50      
PAT___      NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
          60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSM 
                                 
gi|671 STNCATVK                  
     110                         
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (13-59:82-128) 
 
                                 10        20        30        40   
PAT___                   NFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
             50        60        70        80                       
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM                       
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (56-74:138-156) 
 
          30        40        50        60        70        80      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM      
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
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       170       180       190       200       210       220   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:41 2011 done: Wed Jan 19 14:40:41 2011 
 Total Scan time:  0.070 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 36  - 115 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     5     0:== 
  30     3     2:* 
  32    10     8:==*= 
  34    27    22:=======*= 
  36    35    44:============  * 
  38    76    73:========================*= 
  40   108   102:=================================*== 
  42   113   125:======================================   * 
  44   153   138:=============================================*===== 
  46   142   140:==============================================*= 
  48   110   134:=====================================       * 
  50    95   122:================================        * 
  52   123   108:===================================*===== 
  54    86    92:============================= * 
  56    53    77:==================       * 
  58    56    63:=================== * 
  60    49    51:================* 
  62    49    41:=============*=== 
  64    48    33:==========*===== 
  66    47    26:========*======= 
  68    17    20:======* 
  70    22    16:=====*== 
  72     3    12:=  * 
  74     6    10:== * 
  76    13     8:==*== 
  78    12     6:=*== 
  80     9     5:=*= 
  82     6     3:*= 
  84     5     3:*= 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.92630.00344; mu= 6.7680 0.179 
 mean_var=35.0173 9.471, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.216737 
 Kolmogorov-Smirnov  statistic: 0.0364 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.0    0.88 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.4 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   59 22.9     4.2 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.8     6.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.4     6.4 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.2     8.8 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1     9.9 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6      10 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.8      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      14 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   56 21.9      15 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      15 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   55 21.6      16 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.6      19 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.6      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.6      19 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.7      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.6      22 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.9      22 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.1      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.3      23 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.8      24 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.0      26 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.1      27 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.2      27 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.7      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.1      28 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.1      28 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.1      28 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      29 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.2      30 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.2      31 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.2      31 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 18.9      31 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.8      32 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      34 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      34 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      34 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      39 
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gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      40 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      44 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      50 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.2      51 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 18.9      53 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      56 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      56 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      56 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      56 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.6      58 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 19.8      58 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.7      59 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.7      59 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      59 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      59 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.6      59 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      60 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      61 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.7      61 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      62 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.9      62 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.1      64 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      65 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      65 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      66 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      68 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      69 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      70 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 18.9      71 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   51 20.3      74 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.3      75 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      77 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.2      77 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.6      77 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      78 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      78 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.4      78 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      78 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      78 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      81 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      81 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      85 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.0      86 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.8      87 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.1      90 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   42 17.7      91 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.8      92 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.8      92 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.8      92 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      92 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      92 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1      95 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.1      96 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.1      97 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      99 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.5  bits: 26.0 E(): 0.88 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (4-52:113-160) 
 
                                          10        20        30    
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
            40        50        60        70        80              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME              
        ..  .  :   :  :  :                                          
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gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.1  bits: 25.4 E():  1.4 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (4-52:113-160) 
 
                                          10        20        30    
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
            40        50        60        70        80              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.2  bits: 22.9 E():  4.2 
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (1-36:29-64) 
 
                                           10        20        30   
PAT___                             FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                   ::   .  ..  :::. :: .:  :  : . : 
gi|219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME             
         :.                                                         
gi|219 NEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA 
               70        80        90       100       110       120 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.0  bits: 20.8 E():  6.4 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (6-23:7-24) 
 
                10        20        30        40        50          
PAT___  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (10-36:83-110) 
 
                                    10         20        30         
PAT___                      FRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
       40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                                  
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD   
            120       130       140       150     
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.9  bits: 22.3 E():  8.4 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:79-98) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
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           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.5  bits: 20.2 E():  8.8 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (37-50:53-66) 
 
         10        20        30        40        50        60       
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
         70        80 
PAT___ LGSTLYTHLLKSME 
                      
gi|323 RTNAAVTVR      
             90       
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.6  bits: 21.1 E():  9.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (34-50:74-90) 
 
            10        20        30        40        50        60    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
            70        80                                            
PAT___ RLGLGSTLYTHLLKSME                                            
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (5-65:158-215) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
           40        50         60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSME              
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (4-63:406-472) 
 
                                          10           20           
PAT___                            FRTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
        30         40        50        60        70        80       
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME       
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1137



 

 

         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (34-50:91-107) 
 
            10        20        30        40        50        60    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            70        80                                            
PAT___ RLGLGSTLYTHLLKSME                                            
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (34-50:91-107) 
 
            10        20        30        40        50        60    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            70        80                                            
PAT___ RLGLGSTLYTHLLKSME                                            
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (7-41:109-143) 
 
                                       10        20        30       
PAT___                         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
         40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
         :.:                                        
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ             
      140       150       160       170             
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (5-50:97-140) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 82.9  bits: 22.3 E():   12 
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Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (15-43:32-61) 
 
                               10        20        30         40    
PAT___                 FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
            50        60        70        80                
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 81.5  bits: 21.9 E():   15 
Smith-Waterman score: 56; 42.9% identity (71.4% similar) in 21 aa overlap (1-21:191-210) 
 
                                             10        20        30 
PAT___                               FRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     ::.. .: : : :::. . .:          
gi|505 GLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFF 
              170       180       190        200       210          
 
               40        50        60        70        80           
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME           
                                                                    
gi|505 PENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEW 
     220       230       240       250       260       270          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (51-67:32-48) 
 
               30        40        50        60        70        80 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 80.8  bits: 21.6 E():   16 
Smith-Waterman score: 55; 28.9% identity (53.3% similar) in 45 aa overlap (1-44:264-307) 
 
                                             10        20        30 
PAT___                               FRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     :..  .  ..::   :.: :.:  :.:.   
gi|601 EAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYP 
           240       250       260       270        280       290   
 
                40        50        60        70        80          
PAT___ GVVAGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME          
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        :     .:   :.:                                              
gi|601 IVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQ 
            300       310       320       330       340       350   
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
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                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (23-50:114-139) 
 
                       10        20        30        40        50   
PAT___         FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             60        70        80                                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSME                                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
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 initn:  38 init1:  38 opt:  52  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (5-24:113-130) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.5  bits: 21.6 E():   22 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (15-67:217-268) 
 
                               10        20        30        40     
PAT___                 FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
           50        60        70        80                         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                         
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 19.9 E():   22 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (16-59:16-55) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
               70        80                                         
PAT___ RHQRLGLGSTLYTHLLKSME                                         
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (10-33:47-70) 
 
                                    10        20        30          
PAT___                      FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
      40        50        60        70        80                    
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                    
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (35-73:12-50) 
 
           10        20        30        40        50         60    
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
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                                  10        20        30        40  
 
            70        80                                            
PAT___ RLGLGSTLYTHLLKSME                                            
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.8 E():   24 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (15-43:162-190) 
 
                               10        20        30        40     
PAT___                 FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
           50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                            
gi|223 VQ                                   
                                            
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.9  bits: 16.0 E():   26 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:1-14) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     ::. .: :.. : :                 
gi|323                               GVLFNIQYVNYWFAP                
                                             10                     
 
               70        80 
PAT___ RHQRLGLGSTLYTHLLKSME 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 76.8  bits: 20.1 E():   27 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (17-62:90-147) 
 
                             10        20        30          40     
PAT___               FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                     50        60        70        80               
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.7  bits: 19.2 E():   27 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (2-23:111-130) 
 
                                            10        20        30  
PAT___                              FRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
              40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                                         
gi|741 FSTLG                                             
      140                                                
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 18.7 E():   27 
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Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (55-67:63-75) 
 
           30        40        50        60        70        80     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME     
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (14-75:87-147) 
 
                                10        20          30        40  
PAT___                  FRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              50        60          70        80                    
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSME                    
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (14-75:87-147) 
 
                                10        20          30        40  
PAT___                  FRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              50        60          70        80                    
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSME                    
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (14-75:87-147) 
 
                                10        20          30        40  
PAT___                  FRTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              50        60          70        80                    
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSME                    
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (2-23:71-92) 
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                                            10        20        30  
PAT___                              FRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME            
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (9-35:68-92) 
 
                                     10        20        30         
PAT___                       FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
       40        50        60        70        80                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                   
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (9-37:69-95) 
 
                                     10        20        30         
PAT___                       FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       40        50        60        70        80                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                   
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (9-37:69-95) 
 
                                     10        20        30         
PAT___                       FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
       40        50        60        70        80                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                   
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (9-37:69-95) 
 
                                     10        20        30         
PAT___                       FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
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       40        50        60        70        80                   
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                   
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.7  bits: 18.9 E():   31 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (4-23:108-126) 
 
                                          10        20        30    
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
            40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 19.8 E():   32 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (30-73:67-110) 
 
                10        20        30        40        50          
PAT___  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ HRHQRLGLGSTLYTHLLKSME                                        
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (4-52:110-157) 
 
                                          10        20        30    
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
            40        50        60        70        80              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (4-52:110-157) 
 
                                          10        20        30    
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
            40        50        60        70        80              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME              
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.1 E():   34 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (5-25:121-141) 
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                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (30-73:127-170) 
 
                10        20        30        40        50          
PAT___  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
      60        70        80                                        
PAT___ HRHQRLGLGSTLYTHLLKSME                                        
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (30-73:127-170) 
 
                10        20        30        40        50          
PAT___  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
      60        70        80                                        
PAT___ HRHQRLGLGSTLYTHLLKSME                                        
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.8  bits: 20.1 E():   44 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (5-50:66-109) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (15-31:32-48) 
 
                               10        20        30        40     
PAT___                 FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
           50        60        70        80                 
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PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                 
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (8-73:133-193) 
 
                                      10        20        30        
PAT___                        FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
        40        50        60        70        80                  
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                  
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (6-46:27-62) 
 
                                    10        20        30          
PAT___                      FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
 
      40        50        60        70        80                    
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                    
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (6-30:135-159) 
 
                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (6-30:135-159) 
 
                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (6-30:135-159) 
 
                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (6-30:135-159) 
 
                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (6-30:135-159) 
 
                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.6  bits: 20.6 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (6-23:721-738) 
 
                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.6  bits: 19.8 E():   58 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (17-25:276-284) 
 
                             10        20        30        40       
PAT___               FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
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                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
         50        60        70        80                           
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                           
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.6  bits: 15.7 E():   59 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (27-49:9-26) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                 ::.: :.      : ::: ..:.            
gi|320                   YTTEGGTKAEAEDVIP----EG-WKADTSYE            
                                 10             20                  
 
               70        80 
PAT___ RHQRLGLGSTLYTHLLKSME 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.6  bits: 15.7 E():   59 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (42-49:19-26) 
 
              20        30        40        50        60        70  
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
              80 
PAT___ YTHLLKSME 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (19-31:36-48) 
 
                           10        20        30        40         
PAT___             FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       50        60        70        80             
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSME             
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (19-31:36-48) 
 
                           10        20        30        40         
PAT___             FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       50        60        70        80             
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSME             
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (6-23:736-753) 
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                                        10        20        30      
PAT___                          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
          40        50        60        70        80                
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (2-23:72-93) 
 
                                            10        20        30  
PAT___                              FRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
              40        50        60        70        80            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME            
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (5-23:93-111) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.3  bits: 15.7 E():   61 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (13-21:7-15) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                   .:::: ..:                                        
gi|471       KITLLEEDLERNEERLQTATERLEEAS                            
                     10        20                                   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (25-49:13-35) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                               ..: : : ..:      :  : :.:            
gi|856             MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKI 
                           10        20        30          40       
 
               70        80                                         
PAT___ RHQRLGLGSTLYTHLLKSME                                         
                                                                    
gi|856 DQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFE 
         50        60        70        80        90       100       
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>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (55-73:174-192) 
 
           30        40        50        60        70        80     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME     
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.1 E():   64 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (13-22:3-12) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                   ::.::.  :.                                       
gi|144           MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTD 
                         10        20        30        40        50 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (30-54:242-266) 
 
                10        20        30        40        50          
PAT___  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
      60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSME 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (6-41:76-115) 
 
                                        10        20            30  
PAT___                          FRTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
              40        50        60        70        80            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME            
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (5-23:135-153) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (31-51:259-276) 
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               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
               70        80 
PAT___ RHQRLGLGSTLYTHLLKSME 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (59-68:31-40) 
 
       30        40        50        60        70        80         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME         
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (10-30:139-159) 
 
                                    10        20        30          
PAT___                      FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
      40        50        60        70        80                    
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                    
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (9-35:86-112) 
 
                                     10        20        30         
PAT___                       FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
       40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                                  
gi|484 VLACGWVDGEVQE                              
         120                                      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (5-23:93-111) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
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>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.7  bits: 20.3 E():   74 
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (1-23:153-175) 
 
                                             10        20        30 
PAT___                               FRTEPQTPQEWIDDLERLQDRYPWLVAEVE 
                                     . : :: : .: .  .     ::        
gi|736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG 
            130       140       150       160       170       180   
 
               40        50        60        70        80           
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME           
                                                                    
gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP 
            190       200       210       220       230       240   
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 44; 26.7% identity (48.9% similar) in 45 aa overlap (1-36:37-79) 
 
                                             10                 20  
PAT___                               FRTEPQTPQEWIDDLER---------LQDR 
                                     :..    ::: .: .           :.:  
gi|116 IVYYSMYGHIKKMADAELKGIQEAGGDAKLFQVAETLPQEVLDKMYAPPKDSSVPVLED- 
         10        20        30        40        50        60       
 
              30        40        50        60        70        80  
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME  
        : .. : .:.. ::                                              
gi|116 -PAVLEEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQ 
           70        80        90       100       110       120     
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (8-44:11-47) 
 
                  10        20        30        40        50        
PAT___    FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ VSHRHQRLGLGSTLYTHLLKSME                                      
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.4  bits: 16.2 E():   77 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (5-22:31-48) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
           40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 18.6 E():   77 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (24-73:147-193) 
 
                      10        20        30        40        50    
PAT___        FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
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            60        70        80                                  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSME                                  
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (36-69:250-290) 
 
          10        20        30        40        50        60      
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  70        80                                      
PAT___ ------RLGLGSTLYTHLLKSME                                      
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (36-69:250-290) 
 
          10        20        30        40        50        60      
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  70        80                                      
PAT___ ------RLGLGSTLYTHLLKSME                                      
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (22-42:80-104) 
 
                        10        20        30            40        
PAT___          FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                         
gi|408 LTSFRKV                           
     110                                 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (31-51:277-294) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               70        80 
PAT___ RHQRLGLGSTLYTHLLKSME 
                            
gi|275 QAGNNLMMIEQYPYVVIM   
           310       320    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (31-51:277-294) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               70        80 
PAT___ RHQRLGLGSTLYTHLLKSME 
                            
gi|156 QAGNNLMMIEQYPYVVIM   
           310       320    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (45-52:234-241) 
 
           20        30        40        50        60        70     
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
           80                                                       
PAT___ LLKSME                                                       
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (27-59:85-117) 
 
                   10        20        30        40        50       
PAT___     FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
         60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSME 
         :                      
gi|128 DCSRVN                   
          120                   
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (5-23:135-153) 
 
                                         10        20        30     
PAT___                           FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.5  bits: 15.0 E():   86 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:6-19) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                        .:: .: :.  :.:                              
gi|183             ATGKVVQDIMPPLLFVVQGKEKPSS                        
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                           10        20                             
 
               70        80 
PAT___ RHQRLGLGSTLYTHLLKSME 
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.4  bits: 18.8 E():   87 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (2-23:94-114) 
 
                                            10        20        30  
PAT___                              FRTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
              40        50        60        70        80            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME            
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (4-43:1-40) 
 
               10        20        30        40        50        60 
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
          .::  :. ... ..:.    :.  .. :   .    :: .                  
gi|269    QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQEDQ 
                  10        20        30        40        50        
 
               70        80                                 
PAT___ RHQRLGLGSTLYTHLLKSME                                 
                                                            
gi|269 VCVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
        60        70        80        90       100          
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (4-25:57-78) 
 
                                          10        20        30    
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     : .  :.   . :. ::.::..         
gi|158 RGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQR 
         30        40        50        60        70        80       
 
            40        50        60        70        80              
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME              
                                                                    
gi|158 PGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQ 
         90       100       110       120       130       140       
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (4-51:157-208) 
 
                                          10        20          30  
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
              40          50        60        70        80          
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME          
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.0  bits: 18.8 E():   92 
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Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (4-51:157-208) 
 
                                          10        20          30  
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
              40          50        60        70        80          
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME          
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (4-51:157-208) 
 
                                          10        20          30  
PAT___                            FRTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
              40          50        60        70        80          
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME          
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (19-31:36-48) 
 
                           10        20        30        40         
PAT___             FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
       50        60        70        80               
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (19-31:36-48) 
 
                           10        20        30        40         
PAT___             FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
       50        60        70        80               
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSME               
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (14-39:137-162) 
 
                                10        20        30        40    
PAT___                  FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
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            50        60        70        80                        
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                        
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.1 E():   96 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (34-45:13-24) 
 
            10        20        30        40        50        60    
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
            70        80                                            
PAT___ RLGLGSTLYTHLLKSME                                            
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (25-43:80-98) 
 
                     10        20        30        40        50     
PAT___       FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
           60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSME 
                                  
gi|671 STNCATVK                   
     110                          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (12-58:82-128) 
 
                                  10        20        30        40  
PAT___                    FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
              50        60        70        80                      
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME                      
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:41 2011 done: Wed Jan 19 14:40:41 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>PAT___: 37  - 116 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     2     0:= 
  28     4     0:== 
  30     3     2:* 
  32    10     8:==*= 
  34    30    22:=======*== 
  36    29    44:==========    * 
  38    79    73:========================*== 
  40   108   102:=================================*== 
  42   117   125:=======================================  * 
  44   155   138:=============================================*====== 
  46   148   140:==============================================*=== 
  48   100   134:==================================          * 
  50    98   122:=================================       * 
  52   122   108:===================================*===== 
  54    83    92:============================  * 
  56    51    77:=================        * 
  58    56    63:=================== * 
  60    51    51:================* 
  62    49    41:=============*=== 
  64    38    33:==========*== 
  66    56    26:========*========== 
  68    17    20:======* 
  70    22    16:=====*== 
  72     5    12:== * 
  74     6    10:== * 
  76    13     8:==*== 
  78    10     6:=*== 
  80     9     5:=*= 
  82     4     3:*= 
  84     7     3:*== 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.93810.00343; mu= 6.7211 0.178 
 mean_var=34.5917 9.317, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.218066 
 Kolmogorov-Smirnov  statistic: 0.0357 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1    0.84 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.9     6.2 
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gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.5     6.2 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.3     8.6 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1     9.7 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6      10 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 21.4      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      13 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      14 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.6      21 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.9      22 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.2      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.3      22 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.9      24 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.1      26 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.2      26 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   47 19.3      27 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.7      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.1      28 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.3      30 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.3      30 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.3      30 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.3      30 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 19.0      30 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.8      31 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      34 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      39 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      39 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.3      44 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      44 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      49 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.2      50 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 18.9      52 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      55 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      55 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      55 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      55 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   49 19.8      57 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.7      58 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.7      58 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      58 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 19.8      58 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      58 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      59 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.2      59 
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gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.7      60 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      60 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      62 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.9      62 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.1      63 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      64 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      64 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      65 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      68 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      69 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 18.9      70 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      76 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.2      76 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.6      77 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.4      77 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      77 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      77 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      78 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      78 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      80 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      80 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   48 19.5      80 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      84 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.1      84 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   46 18.9      86 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.1      89 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   42 17.7      90 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   50 20.0      91 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      91 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      91 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      91 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      91 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      91 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.1      94 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.1      95 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.1      96 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      98 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.0   1e 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.8  bits: 26.1 E(): 0.84 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (3-51:113-160) 
 
                                           10        20        30   
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
             40        50        60        70        80             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.4  bits: 25.4 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (3-51:113-160) 
 
                                           10        20        30   
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
             40        50        60        70        80             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1163



 

 

             150       160       170       180       190       200  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 20.9 E():  6.2 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (5-22:7-24) 
 
                 10        20        30        40        50         
PAT___   RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.2  bits: 21.5 E():  6.2 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (9-35:83-110) 
 
                                     10         20        30        
PAT___+                       RTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
        40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                                   
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD    
            120       130       140       150      
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.3 E():  8.2 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:79-98) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.3 E():  8.6 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (36-49:53-66) 
 
          10        20        30        40        50        60      
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
          70        80 
PAT___ LGSTLYTHLLKSMEA 
                       
gi|323 RTNAAVTVR       
             90        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.1 E():  9.7 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (33-49:74-90) 
 
             10        20        30        40        50        60   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
             70        80                                           
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PAT___ RLGLGSTLYTHLLKSMEA                                           
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (4-64:158-215) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
            40        50         60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEA             
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (33-49:91-107) 
 
             10        20        30        40        50        60   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ RLGLGSTLYTHLLKSMEA                                           
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (33-49:91-107) 
 
             10        20        30        40        50        60   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ RLGLGSTLYTHLLKSMEA                                           
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.0  bits: 22.9 E():   11 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (3-62:406-472) 
 
                                           10           20          
PAT___                             RTEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
         30         40        50        60        70        80      
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA      
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1165



 

 

 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (6-40:109-143) 
 
                                        10        20        30      
PAT___                          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
          40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
         :.:                                         
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ              
      140       150       160       170              
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (4-49:97-140) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (12-35:41-64) 
 
                                  10        20        30        40  
PAT___                    RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
              50        60        70        80                      
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                      
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (14-42:32-61) 
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                                10        20        30         40   
PAT___                  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
             50        60        70        80               
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (50-66:32-48) 
 
      20        30        40        50        60        70          
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (22-49:114-139) 
 
                        10        20        30        40        50  
PAT___          RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              60        70        80                                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEA                                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (4-23:113-130) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.6  bits: 21.6 E():   21 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (14-66:217-268) 
 
                                10        20        30        40    
PAT___                  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
            50        60        70        80                        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                        
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 19.9 E():   22 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (15-58:16-55) 
 
                10        20        30        40        50          
PAT___  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
      60        70        80                                        
PAT___ RHQRLGLGSTLYTHLLKSMEA                                        
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
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>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (9-32:47-70) 
 
                                     10        20        30         
PAT___                       RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
       40        50        60        70        80                   
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                   
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.2  bits: 21.3 E():   22 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (34-72:12-50) 
 
            10        20        30        40        50         60   
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
             70        80                                           
PAT___ RLGLGSTLYTHLLKSMEA                                           
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (14-42:162-190) 
 
                                10        20        30        40    
PAT___                  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
            50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                             
gi|223 VQ                                    
                                             
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.0  bits: 16.1 E():   26 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:1-14) 
 
               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                    ::. .: :.. : :                  
gi|323                              GVLFNIQYVNYWFAP                 
                                            10                      
 
               70        80 
PAT___ HQRLGLGSTLYTHLLKSMEA 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (16-61:90-147) 
 
                              10        20        30          40    
PAT___                RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
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                      50        60        70        80              
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (1-22:111-130) 
 
                                             10        20        30 
PAT___                               RTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :..: : . : :   ::. : :         
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA 
               90       100       110       120         130         
 
               40        50        60        70        80 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                                          
gi|741 FSTLG                                              
      140                                                 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.8  bits: 18.7 E():   27 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (54-66:63-75) 
 
            30        40        50        60        70        80    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA    
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (13-74:87-147) 
 
                                 10        20          30        40 
PAT___                   RTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               50        60          70        80                   
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA                   
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (13-74:87-147) 
 
                                 10        20          30        40 
PAT___                   RTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               50        60          70        80                   
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA                   
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
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gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (13-74:87-147) 
 
                                 10        20          30        40 
PAT___                   RTEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               50        60          70        80                   
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA                   
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (1-22:71-92) 
 
                                             10        20        30 
PAT___                               RTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :: ::. . . .. :. .:         
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA           
                                                                    
gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP 
              110       120       130       140       150       160 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (8-34:68-92) 
 
                                      10        20        30        
PAT___                        RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
        40        50        60        70        80                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                  
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (8-36:69-95) 
 
                                      10        20        30        
PAT___                        RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        40        50        60        70        80                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                  
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
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 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (8-36:69-95) 
 
                                      10        20        30        
PAT___                        RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        40        50        60        70        80                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                  
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (8-36:69-95) 
 
                                      10        20        30        
PAT___                        RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
        40        50        60        70        80                  
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                  
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (3-22:108-126) 
 
                                           10        20        30   
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
             40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 19.8 E():   31 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (29-72:67-110) 
 
                 10        20        30        40        50         
PAT___   RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
       60        70        80                                       
PAT___ HRHQRLGLGSTLYTHLLKSMEA                                       
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (3-51:110-157) 
 
                                           10        20        30   
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
             40        50        60        70        80             
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PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (3-51:110-157) 
 
                                           10        20        30   
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
             40        50        60        70        80             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA             
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.1 E():   34 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (4-24:121-141) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (29-72:127-170) 
 
                 10        20        30        40        50         
PAT___   RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
       60        70        80                                       
PAT___ HRHQRLGLGSTLYTHLLKSMEA                                       
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (29-72:127-170) 
 
                 10        20        30        40        50         
PAT___   RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
       60        70        80                                       
PAT___ HRHQRLGLGSTLYTHLLKSMEA                                       
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.3 E():   44 
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Smith-Waterman score: 44; 32.0% identity (56.0% similar) in 25 aa overlap (56-80:16-40) 
 
          30        40        50        60        70        80      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA      
                                     : .   .: :::.    : . ..::      
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (4-49:66-109) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (14-30:32-48) 
 
                                10        20        30        40    
PAT___                  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
            50        60        70        80                
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (7-72:133-193) 
 
                                       10        20        30       
PAT___                         RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
         40        50        60        70        80                 
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                 
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (5-45:27-62) 
 
                                     10        20        30         
PAT___                       RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
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       40        50        60        70        80                   
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                   
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (5-29:135-159) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (5-29:135-159) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (5-29:135-159) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (5-29:135-159) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
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>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (5-29:135-159) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 49; 31.0% identity (54.8% similar) in 42 aa overlap (4-43:267-307) 
 
                                           10        20        30   
PAT___                            RTEPQTPQ-EWIDDLERLQDRYPWLVAEVEGVV 
                                     :.. . .::   :.: :.:  :.:.   :  
gi|601 YTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVS 
        240       250       260       270        280       290      
 
              40        50        60        70        80            
PAT___ AGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA            
           .:   :.:                                                 
gi|601 IEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGT 
         300       310       320       330       340       350      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (26-48:9-26) 
 
               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                ::.: :.      : ::: ..:.             
gi|320                  YTTEGGTKAEAEDVIP----EG-WKADTSYE             
                                10             20                   
 
               70        80 
PAT___ HQRLGLGSTLYTHLLKSMEA 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (41-48:19-26) 
 
               20        30        40        50        60        70 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
               80 
PAT___ YTHLLKSMEA 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (5-22:721-738) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
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gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 19.8 E():   58 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (16-24:276-284) 
 
                              10        20        30        40      
PAT___                RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
          50        60        70        80                          
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                          
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.7 E():   58 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (18-30:36-48) 
 
                            10        20        30        40        
PAT___              RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        50        60        70        80            
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA            
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.7 E():   58 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (18-30:36-48) 
 
                            10        20        30        40        
PAT___              RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        50        60        70        80            
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA            
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.6  bits: 20.7 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (5-22:736-753) 
 
                                         10        20        30     
PAT___                           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
           40        50        60        70        80               
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA               
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (1-22:72-93) 
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                                             10        20        30 
PAT___                               RTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .: :. ::. . . .. :. .:         
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQ 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA           
                                                                    
gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ 
             110       120       130       140       150       160  
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.4  bits: 15.7 E():   60 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (12-20:7-15) 
 
               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                  .:::: ..:                                         
gi|471      KITLLEEDLERNEERLQTATERLEEAS                             
                    10        20                                    
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (4-22:93-111) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.0 E():   62 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (24-48:13-35) 
 
               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                              ..: : : ..:      :  : :.:             
gi|856            MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKID 
                          10        20        30          40        
 
               70        80                                         
PAT___ HQRLGLGSTLYTHLLKSMEA                                         
                                                                    
gi|856 QVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFER 
        50        60        70        80        90       100        
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (54-72:174-192) 
 
            30        40        50        60        70        80    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA    
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.1 E():   63 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (12-21:3-12) 
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               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                  ::.::.  :.                                        
gi|144          MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDG 
                        10        20        30        40        50  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (5-40:76-115) 
 
                                         10            20        30 
PAT___                           RTEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
               40        50        60        70        80           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA           
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (29-53:242-266) 
 
                 10        20        30        40        50         
PAT___   RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
       60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEA 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (4-22:135-153) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (30-50:259-276) 
 
                10        20        30        40        50          
PAT___  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
      60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEA 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (58-67:31-40) 
 
        30        40        50        60        70        80        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA        
                                     :.:: : :.:                     
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gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (9-29:139-159) 
 
                                     10        20        30         
PAT___                       RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
       40        50        60        70        80                   
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                   
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.7 E():   69 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (8-34:86-112) 
 
                                      10        20        30        
PAT___                        RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
        40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                                   
gi|484 VLACGWVDGEVQE                               
         120                                       
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (4-22:93-111) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (7-43:11-47) 
 
                   10        20        30        40        50       
PAT___     RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ VSHRHQRLGLGSTLYTHLLKSMEA                                     
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
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 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 16.2 E():   76 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (4-21:31-48) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
            40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (23-72:147-193) 
 
                       10        20        30        40        50   
PAT___         RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
             60        70        80                                 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEA                                 
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (21-41:80-104) 
 
                         10        20        30            40       
PAT___           RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
         50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                          
gi|408 LTSFRKV                            
     110                                  
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.3  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (35-68:250-290) 
 
           10        20        30        40        50        60     
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   70        80                                     
PAT___ ------RLGLGSTLYTHLLKSMEA                                     
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.3  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (35-68:250-290) 
 
           10        20        30        40        50        60     
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   70        80                                     
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PAT___ ------RLGLGSTLYTHLLKSMEA                                     
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (30-50:277-294) 
 
                10        20        30        40        50          
PAT___  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEA 
                             
gi|275 QAGNNLMMIEQYPYVVIM    
           310       320     
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (30-50:277-294) 
 
                10        20        30        40        50          
PAT___  RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEA 
                             
gi|156 QAGNNLMMIEQYPYVVIM    
           310       320     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (44-51:234-241) 
 
            20        30        40        50        60        70    
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
            80                                                      
PAT___ LLKSMEA                                                      
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (26-58:85-117) 
 
                    10        20        30        40        50      
PAT___      RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
          60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEA 
         :                       
gi|128 DCSRVN                    
          120                    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.1  bits: 19.5 E():   80 
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Smith-Waterman score: 48; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:192-210) 
 
                                             10        20        30 
PAT___                               RTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     :.. .: : : :::. . .:           
gi|505 LRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDASTHQ-WPDDLRSIYSRLHNLNKEFFP 
             170       180       190        200       210       220 
 
               40        50        60        70        80           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA           
                                                                    
gi|505 ENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWG 
              230       240       250       260       270       280 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (4-22:135-153) 
 
                                          10        20        30    
PAT___                            RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:6-19) 
 
               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                       .:: .: :.  :.:                               
gi|183            ATGKVVQDIMPPLLFVVQGKEKPSS                         
                          10        20                              
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:94-114) 
 
                                             10        20        30 
PAT___                               RTEPQTPQEWIDDLERLQDRYPWLVAEVEG 
                                     .:. . :..:  :.: : .  :         
gi|158 VGIYAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNW-GDVETLGNLDPAGEFVVST 
            70        80        90       100        110       120   
 
               40        50        60        70        80           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA           
                                                                    
gi|158 RVRCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLID 
            130       140       150       160       170       180   
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (3-42:1-40) 
 
               10        20        30        40        50        60 
PAT___ RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
         .::  :. ... ..:.    :.  .. :   .    :: .                   
gi|269   QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQEDQV 
                 10        20        30        40        50         
 
               70        80                                
PAT___ HQRLGLGSTLYTHLLKSMEA                                
                                                           
gi|269 CVCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
       60        70        80        90       100          
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>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (3-24:57-78) 
 
                                           10        20        30   
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     : .  :.   . :. ::.::..         
gi|158 RGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQR 
         30        40        50        60        70        80       
 
             40        50        60        70        80             
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA             
                                                                    
gi|158 PGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQ 
         90       100       110       120       130       140       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 20.0 E():   91 
Smith-Waterman score: 50; 33.3% identity (47.6% similar) in 21 aa overlap (2-22:155-175) 
 
                                            10        20        30  
PAT___                              RTEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                     : :: : .: .  .     ::          
gi|736 PGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPGQL 
          130       140       150       160       170       180     
 
              40        50        60        70        80            
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA            
                                                                    
gi|736 QQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQPGQ 
          190       200       210       220       230       240     
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (3-50:157-208) 
 
                                           10        20          30 
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
               40          50        60        70        80         
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA         
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (3-50:157-208) 
 
                                           10        20          30 
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
               40          50        60        70        80         
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA         
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (3-50:157-208) 
 
                                           10        20          30 
PAT___                             RTEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
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                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
               40          50        60        70        80         
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA         
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (18-30:36-48) 
 
                            10        20        30        40        
PAT___              RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
        50        60        70        80              
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (18-30:36-48) 
 
                            10        20        30        40        
PAT___              RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
        50        60        70        80              
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA              
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (13-38:137-162) 
 
                                 10        20        30        40   
PAT___                   RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
             50        60        70        80                       
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                       
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (33-44:13-24) 
 
             10        20        30        40        50        60   
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
             70        80                                           
PAT___ RLGLGSTLYTHLLKSMEA                                           
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gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (24-42:80-98) 
 
                      10        20        30        40        50    
PAT___        RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
            60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                   
gi|671 STNCATVK                    
     110                           
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (11-57:82-128) 
 
                                   10        20        30        40 
PAT___                     RTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
               50        60        70        80                     
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA                     
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (54-72:138-156) 
 
            30        40        50        60        70        80    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA    
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:41 2011 done: Wed Jan 19 14:40:42 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 38  - 117 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     5     0:== 
  30     5     2:*= 
  32     9     8:==* 
  34    28    22:=======*== 
  36    30    44:==========    * 
  38    72    73:========================* 
  40   113   102:=================================*==== 
  42   110   125:=====================================    * 
  44   156   138:=============================================*====== 
  46   151   140:==============================================*==== 
  48   102   134:==================================          * 
  50   102   122:==================================      * 
  52   122   108:===================================*===== 
  54    89    92:==============================* 
  56    42    77:==============           * 
  58    60    63:====================* 
  60    52    51:================*= 
  62    51    41:=============*=== 
  64    31    33:==========* 
  66    60    26:========*=========== 
  68    18    20:======* 
  70    20    16:=====*= 
  72     5    12:== * 
  74     7    10:===* 
  76    11     8:==*= 
  78    10     6:=*== 
  80     9     5:=*= 
  82     4     3:*= 
  84     8     3:*== 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.00100.00342; mu= 6.2968 0.178 
 mean_var=34.6127 9.367, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.218000 
 Kolmogorov-Smirnov  statistic: 0.0350 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   69 26.1    0.84 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   67 25.4     1.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.9       6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.5     6.1 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.3     8.3 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   51 20.6     9.4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.2     9.5 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6      10 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.2      10 
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gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.2      10 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.9      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 21.4      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 20.0      13 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      14 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.6      21 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.9      21 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.2      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.3      22 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.9      23 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.1      25 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.2      26 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.7      26 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.3      29 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 19.0      29 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.3      29 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.3      29 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.3      29 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.9      31 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.1      33 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 19.9      35 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      38 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      39 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      43 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      48 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.2      49 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 18.9      51 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      54 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      54 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      54 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      54 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      54 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.8      55 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.8      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   49 19.8      57 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.8      57 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.8      57 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.8      57 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 19.8      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      59 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      59 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.1      60 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.9      61 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.2      61 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      63 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      63 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      64 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.8      65 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1190



 

 

gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      65 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      67 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.8      68 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 18.9      69 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   46 18.9      72 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.3      74 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      74 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.5      75 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.6      76 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      77 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      77 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      77 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      77 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      78 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      79 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.1      81 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      83 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.1      87 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   42 17.7      88 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      89 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      89 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      90 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   50 20.0      91 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.1      92 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      94 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.1      94 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      96 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.0      98 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  69  Z-score: 103.8  bits: 26.1 E(): 0.84 
Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (2-50:113-160) 
 
                                            10        20        30  
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
              40        50        60        70        80            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  67  Z-score: 100.4  bits: 25.4 E():  1.3 
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (2-50:113-160) 
 
                                            10        20        30  
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
              40        50        60        70        80            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.5  bits: 20.9 E():    6 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (4-21:7-24) 
 
                  10        20        30        40        50        
PAT___    TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
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               10        20        30        40        50        60 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (8-34:83-110) 
 
                                      10         20        30       
PAT___                        TEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
         40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                                    
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD     
            120       130       140       150       
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:79-98) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.9  bits: 20.3 E():  8.3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (35-48:53-66) 
 
           10        20        30        40        50        60     
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
           70        80 
PAT___ LGSTLYTHLLKSMEAQ 
                        
gi|323 RTNAAVTVR        
             90         
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 34.6% identity (57.7% similar) in 26 aa overlap (55-80:16-41) 
 
           30        40        50        60        70        80     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ     
                                     : .   .: :::.    : . ..:::     
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.9  bits: 21.2 E():  9.5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (32-48:74-90) 
 
              10        20        30        40        50        60  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
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            50        60        70        80        90       100    
 
              70        80                                          
PAT___ RLGLGSTLYTHLLKSMEAQ                                          
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (3-63:158-215) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
             40        50         60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQ            
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.2 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (32-48:91-107) 
 
              10        20        30        40        50        60  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ RLGLGSTLYTHLLKSMEAQ                                          
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.2 E():   10 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (32-48:91-107) 
 
              10        20        30        40        50        60  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ RLGLGSTLYTHLLKSMEAQ                                          
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.0  bits: 22.9 E():   11 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (2-61:406-472) 
 
                                              10         20         
PAT___                              TEPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
          30         40        50        60        70        80     
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ     
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         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 20.9 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (5-39:109-143) 
 
                                         10        20        30     
PAT___                           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
           40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
         :.:                                          
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ               
      140       150       160       170               
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (3-48:97-140) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (11-34:41-64) 
 
                                   10        20        30        40 
PAT___                     TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
               50        60        70        80                     
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                     
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
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>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 82.4  bits: 20.0 E():   13 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (13-41:32-61) 
 
                                 10        20        30         40  
PAT___                   TEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
              50        60        70        80              
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (49-65:32-48) 
 
       20        30        40        50        60        70         
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
       80                                                           
PAT___ AQ                                                           
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
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PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (21-48:114-139) 
 
                         10        20        30        40        50 
PAT___           TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               60        70        80                               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (3-22:113-130) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.6  bits: 21.6 E():   21 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (13-65:217-268) 
 
                                 10        20        30        40   
PAT___                   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
             50        60        70        80                       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                       
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (14-57:16-55) 
 
                 10        20        30        40        50         
PAT___   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
       60        70        80                                       
PAT___ RHQRLGLGSTLYTHLLKSMEAQ                                       
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gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 20.2 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (8-31:47-70) 
 
                                      10        20        30        
PAT___                        TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
        40        50        60        70        80                  
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                  
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.3  bits: 21.3 E():   22 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (33-71:12-50) 
 
             10        20        30        40        50         60  
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
              70        80                                          
PAT___ RLGLGSTLYTHLLKSMEAQ                                          
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 19.9 E():   23 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (13-41:162-190) 
 
                                 10        20        30        40   
PAT___                   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
             50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                              
gi|223 VQ                                     
                                              
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.5  bits: 16.1 E():   25 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:1-14) 
 
               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                   ::. .: :.. : :                   
gi|323                             GVLFNIQYVNYWFAP                  
                                           10                       
 
               70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQ 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (15-60:90-147) 
 
                               10        20        30          40   
PAT___                 TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
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                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                       50        60        70        80             
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.0  bits: 18.7 E():   26 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (53-65:63-75) 
 
             30        40        50        60        70        80   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ   
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (12-73:87-147) 
 
                                  10        20          30          
PAT___                    TEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
      40        50        60          70        80                  
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQ                  
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (12-73:87-147) 
 
                                  10        20          30          
PAT___                    TEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
      40        50        60          70        80                  
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQ                  
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (12-73:87-147) 
 
                                  10        20          30          
PAT___                    TEPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
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      40        50        60          70        80                  
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQ                  
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (7-33:68-92) 
 
                                       10        20        30       
PAT___                         TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
         40        50        60        70        80                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                 
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.0  bits: 19.0 E():   29 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (2-21:108-126) 
 
                                            10        20        30  
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
              40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (7-35:69-95) 
 
                                       10        20        30       
PAT___                         TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         40        50        60        70        80                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                 
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (7-35:69-95) 
 
                                       10        20        30       
PAT___                         TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         40        50        60        70        80                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                 
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (7-35:69-95) 
 
                                       10        20        30       
PAT___                         TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
         40        50        60        70        80                 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                 
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (28-71:67-110) 
 
                  10        20        30        40        50        
PAT___    TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
        60        70        80                                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ                                      
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (2-50:110-157) 
 
                                            10        20        30  
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              40        50        60        70        80            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (2-50:110-157) 
 
                                            10        20        30  
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
              40        50        60        70        80            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ            
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (3-23:121-141) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
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              100       110       120       130       140       150 
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 21 aa overlap (1-21:72-92) 
 
                                             10        20        30 
PAT___                               TEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                     : :: ::. . . .. :. .:          
gi|106 HQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPF 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ           
                                                                    
gi|106 PQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPR 
             110       120       130       140       150       160  
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (28-71:127-170) 
 
                  10        20        30        40        50        
PAT___    TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
        60        70        80                                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ                                      
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (28-71:127-170) 
 
                  10        20        30        40        50        
PAT___    TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
        60        70        80                                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ                                      
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.0  bits: 20.1 E():   43 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (3-48:66-109) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
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>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (13-29:32-48) 
 
                                 10        20        30        40   
PAT___                   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
             50        60        70        80               
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ               
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 19.2 E():   49 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (6-71:133-193) 
 
                                        10        20        30      
PAT___                          TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
          40        50        60        70        80                
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (4-44:27-62) 
 
                                      10        20        30        
PAT___                        TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
 
        40        50        60        70        80                  
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                  
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (4-28:135-159) 
 
                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (4-28:135-159) 
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                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (4-28:135-159) 
 
                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (4-28:135-159) 
 
                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (4-28:135-159) 
 
                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.1  bits: 15.8 E():   55 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (40-47:19-26) 
 
      10        20        30        40        50        60          
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
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      70        80 
PAT___ YTHLLKSMEAQ 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.1  bits: 15.8 E():   55 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (25-47:9-26) 
 
               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                               ::.: :.      : ::: ..:.              
gi|320                 YTTEGGTKAEAEDVIP----EG-WKADTSYE              
                               10             20                    
 
               70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQ 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 49; 31.0% identity (54.8% similar) in 42 aa overlap (3-42:267-307) 
 
                                            10        20        30  
PAT___                             TEPQTPQ-EWIDDLERLQDRYPWLVAEVEGVV 
                                     :.. . .::   :.: :.:  :.:.   :  
gi|601 YTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVS 
        240       250       260       270        280       290      
 
               40        50        60        70        80           
PAT___ AGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ           
           .:   :.:                                                 
gi|601 IEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGT 
         300       310       320       330       340       350      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (17-29:36-48) 
 
                             10        20        30        40       
PAT___               TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         50        60        70        80           
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ           
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (17-29:36-48) 
 
                             10        20        30        40       
PAT___               TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         50        60        70        80           
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ           
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.8  bits: 15.8 E():   57 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (11-19:7-15) 
 
               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                 .:::: ..:                                          
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gi|471     KITLLEEDLERNEERLQTATERLEEAS                              
                   10        20                                     
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (15-23:276-284) 
 
                               10        20        30        40     
PAT___                 TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
           50        60        70        80                         
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                         
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (4-21:721-738) 
 
                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (4-21:736-753) 
 
                                          10        20        30    
PAT___                            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
            40        50        60        70        80              
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ              
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (3-21:93-111) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (23-47:13-35) 
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               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                             ..: : : ..:      :  : :.:              
gi|856           MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQ 
                         10        20        30          40         
 
               70        80                                         
PAT___ QRLGLGSTLYTHLLKSMEAQ                                         
                                                                    
gi|856 VEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERY 
       50        60        70        80        90       100         
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (53-71:174-192) 
 
             30        40        50        60        70        80   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ   
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.2 E():   61 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (11-20:3-12) 
 
               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                 ::.::.  :.                                         
gi|144         MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGD 
                       10        20        30        40        50   
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (4-39:76-115) 
 
                                          10            20          
PAT___                            TEPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
      30        40        50        60        70        80          
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ          
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (28-52:242-266) 
 
                  10        20        30        40        50        
PAT___    TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (3-21:135-153) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
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gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (57-66:31-40) 
 
         30        40        50        60        70        80       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ       
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (29-49:259-276) 
 
                 10        20        30        40        50         
PAT___   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
       60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQ 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (8-28:139-159) 
 
                                      10        20        30        
PAT___                        TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
        40        50        60        70        80                  
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                  
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (7-33:86-112) 
 
                                       10        20        30       
PAT___                         TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
         40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                                    
gi|484 VLACGWVDGEVQE                                
         120                                        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (3-21:93-111) 
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                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 46; 28.6% identity (66.7% similar) in 21 aa overlap (1-21:73-93) 
 
                                             10        20        30 
PAT___                               TEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                     : :. ::. . . .. :. .:          
gi|170 PFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQQ 
             50        60        70        80        90       100   
 
               40        50        60        70        80           
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ           
                                                                    
gi|170 PQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQS 
            110       120       130       140       150       160   
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.8  bits: 16.3 E():   74 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (3-20:31-48) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
             40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (6-42:11-47) 
 
                    10        20        30        40        50      
PAT___      TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQ                                    
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (20-40:80-104) 
 
                          10        20        30            40      
PAT___            TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
          50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                           
gi|408 LTSFRKV                             
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     110                                   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (22-71:147-193) 
 
                        10        20        30        40        50  
PAT___          TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
              60        70        80                                
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQ                                
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (34-67:250-290) 
 
            10        20        30        40        50        60    
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    70        80                                    
PAT___ ------RLGLGSTLYTHLLKSMEAQ                                    
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (34-67:250-290) 
 
            10        20        30        40        50        60    
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    70        80                                    
PAT___ ------RLGLGSTLYTHLLKSMEAQ                                    
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (29-49:277-294) 
 
                 10        20        30        40        50         
PAT___   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQ 
                              
gi|275 QAGNNLMMIEQYPYVVIM     
           310       320      
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (29-49:277-294) 
 
                 10        20        30        40        50         
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PAT___   TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQ 
                              
gi|156 QAGNNLMMIEQYPYVVIM     
           310       320      
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (25-57:85-117) 
 
                     10        20        30        40        50     
PAT___       TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
           60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQ 
         :                        
gi|128 DCSRVN                     
          120                     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (43-50:234-241) 
 
             20        30        40        50        60        70   
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
             80                                                     
PAT___ LLKSMEAQ                                                     
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:6-19) 
 
               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                      .:: .: :.  :.:                                
gi|183           ATGKVVQDIMPPLLFVVQGKEKPSS                          
                         10        20                               
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (3-21:135-153) 
 
                                           10        20        30   
PAT___                             TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.1 E():   87 
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Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (2-41:1-40) 
 
               10        20        30        40        50        60 
PAT___ TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
        .::  :. ... ..:.    :.  .. :   .    :: .                    
gi|269  QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQEDQVC 
                10        20        30        40        50          
 
               70        80                               
PAT___ QRLGLGSTLYTHLLKSMEAQ                               
                                                          
gi|269 VCPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
      60        70        80        90       100          
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (2-23:57-78) 
 
                                            10        20        30  
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     : .  :.   . :. ::.::..         
gi|158 RGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQR 
         30        40        50        60        70        80       
 
              40        50        60        70        80            
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ            
                                                                    
gi|158 PGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQ 
         90       100       110       120       130       140       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (17-29:36-48) 
 
                             10        20        30        40       
PAT___               TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
         50        60        70        80             
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (17-29:36-48) 
 
                             10        20        30        40       
PAT___               TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
         50        60        70        80             
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ             
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (2-49:157-208) 
 
                                            10        20            
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
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      30        40          50        60        70        80        
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ        
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (2-49:157-208) 
 
                                            10        20            
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
      30        40          50        60        70        80        
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ        
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (2-49:157-208) 
 
                                            10        20            
PAT___                              TEPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
      30        40          50        60        70        80        
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ        
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 20.0 E():   91 
Smith-Waterman score: 50; 33.3% identity (47.6% similar) in 21 aa overlap (1-21:155-175) 
 
                                             10        20        30 
PAT___                               TEPQTPQEWIDDLERLQDRYPWLVAEVEGV 
                                     : :: : .: .  .     ::          
gi|736 PGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPGQL 
          130       140       150       160       170       180     
 
               40        50        60        70        80           
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ           
                                                                    
gi|736 QQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQPGQ 
          190       200       210       220       230       240     
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (32-43:13-24) 
 
              10        20        30        40        50        60  
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
              70        80                                          
PAT___ RLGLGSTLYTHLLKSMEAQ                                          
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
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>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (12-37:137-162) 
 
                                  10        20        30        40  
PAT___                    TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
              50        60        70        80                      
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                      
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (23-41:80-98) 
 
                       10        20        30        40        50   
PAT___         TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
             60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                    
gi|671 STNCATVK                     
     110                            
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (10-56:82-128) 
 
                                    10        20        30          
PAT___                      TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
      40        50        60        70        80                    
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ                    
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (53-71:138-156) 
 
             30        40        50        60        70        80   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ   
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:42 2011 done: Wed Jan 19 14:40:42 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 39  - 118 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     5     0:== 
  30     4     2:*= 
  32     7     8:==* 
  34    28    22:=======*== 
  36    28    44:==========    * 
  38    66    73:======================  * 
  40   120   102:=================================*====== 
  42   119   125:======================================== * 
  44   153   138:=============================================*===== 
  46   153   140:==============================================*==== 
  48   105   134:===================================         * 
  50    95   122:================================        * 
  52   123   108:===================================*===== 
  54    85    92:============================= * 
  56    42    77:==============           * 
  58    62    63:====================* 
  60    52    51:================*= 
  62    50    41:=============*=== 
  64    38    33:==========*== 
  66    54    26:========*========= 
  68    17    20:======* 
  70    22    16:=====*== 
  72     6    12:== * 
  74     6    10:== * 
  76    11     8:==*= 
  78     6     6:=* 
  80    13     5:=*=== 
  82     4     3:*= 
  84     7     3:*== 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.90270.00345; mu= 6.8006 0.180 
 mean_var=34.7910 9.333, 0's: 2 Z-trim: 3  B-trim: 57 in 1/43 
 Lambda= 0.217441 
 Kolmogorov-Smirnov  statistic: 0.0357 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   71 26.7    0.54 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   69 26.1    0.84 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   59 23.1     1.7 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 20.9     6.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 21.5     6.2 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.3     8.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.3     8.5 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.1     9.6 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.6     9.8 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   59 22.9      10 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.1      11 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.1      11 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 20.8      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.3      12 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.3      12 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 21.4      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      13 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 20.8      14 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.7      18 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.7      18 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   52 20.8      19 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.7      21 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 19.9      21 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.2      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.4      22 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 19.9      23 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.2      26 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.1      26 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 18.7      27 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.2      27 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.3      29 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.3      30 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.3      30 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.3      30 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   46 19.0      30 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 19.9      31 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   52 20.7      33 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   52 20.7      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.2      33 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 19.8      38 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 19.8      39 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 19.0      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.1      43 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      49 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.2      49 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 18.9      51 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.2      54 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.2      54 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.2      54 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.2      54 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.2      54 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   49 19.8      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      56 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 19.8      56 
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gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      57 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 15.7      58 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 15.7      58 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      58 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      58 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 18.9      59 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 15.7      60 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 18.9      61 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.0      61 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.2      62 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      63 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 18.6      63 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 18.9      64 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      65 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   46 18.9      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 18.9      67 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 17.7      68 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 18.9      69 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   46 18.9      71 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.0      75 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.6      75 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.2      76 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.2      76 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.3      76 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      76 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      76 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.4      76 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      78 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.4      79 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 18.9      82 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.1      84 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   40 17.1      88 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   42 17.7      88 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.9      89 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.9      89 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.9      89 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      90 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      90 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      92 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.1      93 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.1      95 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.3      96 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.0      98 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  71  Z-score: 107.3  bits: 26.7 E(): 0.54 
Smith-Waterman score: 71; 25.8% identity (49.4% similar) in 89 aa overlap (1-80:113-200) 
 
                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDL 
             90       100       110       120        130       140  
 
               40        50           60              70        80  
PAT___ AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQG  
        ..  .  :   :  :  : ..  .   : ..:      :. :...   ..:: .. ::  
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
gi|186 HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG 
             210       220       230       240       250       260  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  69  Z-score: 103.9  bits: 26.1 E(): 0.84 
Smith-Waterman score: 69; 25.8% identity (49.4% similar) in 89 aa overlap (1-80:113-200) 
 
                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::: ::.   .  : :::.  .    :: . 
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gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDL 
             90       100       110       120        130       140  
 
               40        50           60              70        80  
PAT___ AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQG  
        ..  .  :   :  :  : ..  .   : ..:      :. :...   ..:: .. ::  
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG 
             150       160       170       180       190       200  
 
gi|186 HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG 
             210       220       230       240       250       260  
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 98.4  bits: 23.1 E():  1.7 
Smith-Waterman score: 59; 37.0% identity (59.3% similar) in 27 aa overlap (54-80:16-42) 
 
            30        40        50        60        70        80    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG    
                                     : .   .: :::.    : . ..::::    
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.3  bits: 20.9 E():  6.2 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (3-20:7-24) 
 
                   10        20        30        40        50       
PAT___     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.3  bits: 21.5 E():  6.2 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (7-33:83-110) 
 
                                       10         20        30      
PAT___                         EPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
          40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                                                     
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD      
            120       130       140       150        
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:79-98) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.3 E():  8.5 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (34-47:53-66) 
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            10        20        30        40        50        60    
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
            70        80 
PAT___ LGSTLYTHLLKSMEAQG 
                         
gi|323 RTNAAVTVR         
             90          
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.1 E():  9.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (31-47:74-90) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
               70        80                                         
PAT___ RLGLGSTLYTHLLKSMEAQG                                         
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 84.6  bits: 22.6 E():  9.8 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (2-62:158-215) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
              40        50         60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQG           
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 84.2  bits: 22.9 E():   10 
Smith-Waterman score: 59; 25.4% identity (53.7% similar) in 67 aa overlap (1-60:406-472) 
 
                                               10         20        
PAT___                               EPQTPQEW--IDDL-ERLQDRYPWLVAE-- 
                                     .:   : :  .: : .. ..: :  . .   
gi|284 YHSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDEL 
         380       390       400       410       420       430      
 
            30        40        50        60        70        80    
PAT___ -VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG    
         ::: : ..  .  .   . :: ... .:::..  :                        
gi|284 AFEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIE 
         440       450       460       470       480       490      
 
gi|284 VSSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSN 
         500       510       520       530       540       550      
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.1  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (31-47:91-107) 
 
               10        20        30        40        50        60 
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PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ RLGLGSTLYTHLLKSMEAQG                                         
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.1  bits: 21.1 E():   11 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (31-47:91-107) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ RLGLGSTLYTHLLKSMEAQG                                         
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (4-38:109-143) 
 
                                          10        20        30    
PAT___                            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
            40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
         :.:                                           
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ                
      140       150       160       170                
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (2-47:97-140) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (10-33:41-64) 
 
                                    10        20        30          
PAT___                      EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
      40        50        60        70        80                    
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                    
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (12-40:32-61) 
 
                                  10        20         30        40 
PAT___                    EPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
               50        60        70        80             
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (48-64:32-48) 
 
        20        30        40        50        60        70        
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
        80                                                          
PAT___ AQG                                                          
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
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                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (20-47:114-139) 
 
                          10        20        30        40          
PAT___            EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      50        60        70        80                              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (2-21:113-130) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.     :. :. .::           
gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ 
             90       100       110       120         130       140 
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV 
              150       160       170       180       190       200 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 78.8  bits: 21.7 E():   21 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (12-64:217-268) 
 
                                  10        20        30        40  
PAT___                    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
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        190       200       210       220        230       240      
 
              50        60        70        80                      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                      
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.5  bits: 19.9 E():   21 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (13-56:16-55) 
 
                  10        20        30        40        50        
PAT___    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
        60        70        80                                      
PAT___ RHQRLGLGSTLYTHLLKSMEAQG                                      
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.4  bits: 20.2 E():   22 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (7-30:47-70) 
 
                                       10        20        30       
PAT___                         EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
         40        50        60        70        80                 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                 
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (32-70:12-50) 
 
              10        20        30        40        50         60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
               70        80                                         
PAT___ RLGLGSTLYTHLLKSMEAQG                                         
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 19.9 E():   23 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (12-40:162-190) 
 
                                  10        20        30        40  
PAT___                    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
              50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                                               
gi|223 VQ                                      
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>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (14-59:90-147) 
 
                                10        20        30          40  
PAT___                  EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                        50        60        70        80            
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.0  bits: 16.1 E():   26 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:1-14) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                  ::. .: :.. : :                    
gi|323                            GVLFNIQYVNYWFAP                   
                                          10                        
 
               70        80 
PAT___ RLGLGSTLYTHLLKSMEAQG 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.8  bits: 18.7 E():   27 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (52-64:63-75) 
 
              30        40        50        60        70        80  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG  
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (11-72:87-147) 
 
                                   10        20          30         
PAT___                     EPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
       40        50        60          70        80                 
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQG                 
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (11-72:87-147) 
 
                                   10        20          30         
PAT___                     EPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
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       40        50        60          70        80                 
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQG                 
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (11-72:87-147) 
 
                                   10        20          30         
PAT___                     EPQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
       40        50        60          70        80                 
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQG                 
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (6-32:68-92) 
 
                                        10        20        30      
PAT___                          EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
          40        50        60        70        80                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (6-34:69-95) 
 
                                        10        20        30      
PAT___                          EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          40        50        60        70        80                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (6-34:69-95) 
 
                                        10        20        30      
PAT___                          EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
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          40        50        60        70        80                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (6-34:69-95) 
 
                                        10        20        30      
PAT___                          EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
          40        50        60        70        80                
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (1-20:108-126) 
 
                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     ::.:: .    .::: : ::           
gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF      
        80        90       100       110       120        130       
 
               40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (27-70:67-110) 
 
                   10        20        30        40        50       
PAT___     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
         60        70        80                                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQG                                     
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (1-49:110-157) 
 
                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               40        50        60        70        80           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG           
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (1-49:110-157) 
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                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     :::  :.     .: :::.  .    :: . 
gi|186 SYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHQKVHRFREGDL 
      80        90       100       110        120       130         
 
               40        50        60        70        80           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG           
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (2-22:121-141) 
 
                                            10        20        30  
PAT___+                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
              160       170       180       190       200       210 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (27-70:127-170) 
 
                   10        20        30        40        50       
PAT___     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         60        70        80                                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQG                                     
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (27-70:127-170) 
 
                   10        20        30        40        50       
PAT___     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         60        70        80                                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQG                                     
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 23.6% identity (58.2% similar) in 55 aa overlap (27-80:105-158) 
 
                   10        20        30        40        50       
PAT___     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
         60        70         80                     
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PAT___ HRHQRLGLGSTLYTH-LLKSMEAQG                     
        .:  .:  .   .. ..: .:: :                     
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (2-47:66-109) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.1 E():   49 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (12-28:32-48) 
 
                                  10        20        30        40  
PAT___                    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
              50        60        70        80              
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG              
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (5-70:133-193) 
 
                                         10        20        30     
PAT___                           EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
           40        50        60        70        80               
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG               
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (3-43:27-62) 
 
                                       10        20        30       
PAT___                         EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
 
         40        50        60        70        80                 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                 
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
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>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (3-27:135-159) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (3-27:135-159) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (3-27:135-159) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (3-27:135-159) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (3-27:135-159) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
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                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 49; 31.0% identity (54.8% similar) in 42 aa overlap (2-41:267-307) 
 
                                             10        20        30 
PAT___                              EPQTPQ-EWIDDLERLQDRYPWLVAEVEGVV 
                                     :.. . .::   :.: :.:  :.:.   :  
gi|601 YTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVS 
        240       250       260       270        280       290      
 
                40        50        60        70        80          
PAT___ AGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG          
           .:   :.:                                                 
gi|601 IEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGT 
         300       310       320       330       340       350      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.9  bits: 20.7 E():   56 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (3-20:721-738) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (14-22:276-284) 
 
                                10        20        30        40    
PAT___                  EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
            50        60        70        80                        
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                        
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.8  bits: 20.7 E():   57 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (3-20:736-753) 
 
                                           10        20        30   
PAT___                             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
             40        50        60        70        80             
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG             
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gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (24-46:9-26) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                              ::.: :.      : ::: ..:.               
gi|320                YTTEGGTKAEAEDVIP----EG-WKADTSYE               
                              10             20                     
 
               70        80 
PAT___ RLGLGSTLYTHLLKSMEAQG 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (39-46:19-26) 
 
       10        20        30        40        50        60         
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
       70        80 
PAT___ YTHLLKSMEAQG 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 17.7 E():   58 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (16-28:36-48) 
 
                              10        20        30        40      
PAT___                EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          50        60        70        80          
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG          
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 17.7 E():   58 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (16-28:36-48) 
 
                              10        20        30        40      
PAT___                EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          50        60        70        80          
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG          
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (2-20:93-111) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
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              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.4  bits: 15.7 E():   60 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (10-18:7-15) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                .:::: ..:                                           
gi|471    KITLLEEDLERNEERLQTATERLEEAS                               
                  10        20                                      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (52-70:174-192) 
 
              30        40        50        60        70        80  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG  
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (22-46:13-35) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                            ..: : : ..:      :  : :.:               
gi|856          MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQV 
                        10        20        30          40          
 
               70        80                                         
PAT___ RLGLGSTLYTHLLKSMEAQG                                         
                                                                    
gi|856 EKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYN 
      50        60        70        80        90       100          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.2 E():   62 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (10-19:3-12) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                ::.::.  :.                                          
gi|144        MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDG 
                      10        20        30        40        50    
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (27-51:242-266) 
 
                   10        20        30        40        50       
PAT___     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
         60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQG 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (3-38:76-115) 
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                                           10            20         
PAT___                             EPQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
       30        40        50        60        70        80         
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG         
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (2-20:135-153) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (28-48:259-276) 
 
                  10        20        30        40        50        
PAT___    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQG 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (2-20:74-92) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|106 PQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQ 
            50        60        70        80        90       100    
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|106 PQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSD 
           110       120       130       140       150       160    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (56-65:31-40) 
 
          30        40        50        60        70        80      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG      
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
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>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (7-27:139-159) 
 
                                       10        20        30       
PAT___                         EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
         40        50        60        70        80                 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                 
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.7 E():   68 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (6-32:86-112) 
 
                                        10        20        30      
PAT___                          EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
          40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                                                     
gi|484 VLACGWVDGEVQE                                 
         120                                         
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (2-20:93-111) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 46; 30.0% identity (70.0% similar) in 20 aa overlap (1-20:117-136) 
 
                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     .:: ::. . . .. :. .:           
gi|170 QPQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQ 
         90       100       110       120       130       140       
 
               40        50        60        70        80           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG           
                                                                    
gi|170 QPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCNHVSLVSSLVSIILPRSDCQVMQQQCC 
        150       160       170       180       190       200       
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (5-41:11-47) 
 
                     10        20        30        40        50     
PAT___       EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
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gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQG                                   
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (21-70:147-193) 
 
                         10        20        30        40        50 
PAT___           EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
               60        70        80                               
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQG                               
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (33-66:250-290) 
 
             10        20        30        40        50        60   
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     70        80                                   
PAT___ ------RLGLGSTLYTHLLKSMEAQG                                   
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (33-66:250-290) 
 
             10        20        30        40        50        60   
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     70        80                                   
PAT___ ------RLGLGSTLYTHLLKSMEAQG                                   
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 16.3 E():   76 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (2-19:31-48) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
              40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (28-48:277-294) 
 
                  10        20        30        40        50        
PAT___    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQG 
                               
gi|156 QAGNNLMMIEQYPYVVIM      
           310       320       
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (28-48:277-294) 
 
                  10        20        30        40        50        
PAT___    EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQG 
                               
gi|275 QAGNNLMMIEQYPYVVIM      
           310       320       
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (19-39:80-104) 
 
                           10        20        30            40     
PAT___             EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
           50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                                            
gi|408 LTSFRKV                              
     110                                    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (42-49:234-241) 
 
              20        30        40        50        60        70  
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
              80                                                    
PAT___ LLKSMEAQG                                                    
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (24-56:85-117) 
 
                      10        20        30        40        50    
PAT___        EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
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           60        70        80        90       100       110     
 
            60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQG 
         :                         
gi|128 DCSRVN                      
          120                      
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (2-20:135-153) 
 
                                            10        20        30  
PAT___                              EPQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:6-19) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                     .:: .: :.  :.:                                 
gi|183          ATGKVVQDIMPPLLFVVQGKEKPSS                           
                        10        20                                
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 40; 20.0% identity (52.5% similar) in 40 aa overlap (1-40:1-40) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
       .::  :. ... ..:.    :.  .. :   .    :: .                     
gi|269 QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQEDQVCV 
               10        20        30        40        50        60 
 
               70        80                              
PAT___ RLGLGSTLYTHLLKSMEAQG                              
                                                         
gi|269 CPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
               70        80        90       100          
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:57-78) 
 
                                             10        20        30 
PAT___                               EPQTPQEWIDDLERLQDRYPWLVAEVEGVV 
                                     : .  :.   . :. ::.::..         
gi|158 RGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQR 
         30        40        50        60        70        80       
 
               40        50        60        70        80           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG           
                                                                    
gi|158 PGESDEDQEQRCCNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQ 
         90       100       110       120       130       140       
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (1-48:157-208) 
 
                                             10        20           
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PAT___                               EPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
       30        40          50        60        70        80       
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG       
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (1-48:157-208) 
 
                                             10        20           
PAT___                               EPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
       30        40          50        60        70        80       
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG       
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 26.9% identity (44.2% similar) in 52 aa overlap (1-48:157-208) 
 
                                             10        20           
PAT___                               EPQTPQEWIDDLERLQDRYPWLVA--EVEG 
                                     : :: . :   :: .  .    .   .. : 
gi|187 SLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENKDTAG 
        130       140       150       160       170       180       
 
       30        40          50        60        70        80       
PAT___ VVAGIAYAGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG       
         :.       ::  .::: :.                                       
gi|187 SPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSEPDIGVLLVKLSAGSMLAPHVNPISD 
        190       200       210       220       230       240       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (16-28:36-48) 
 
                              10        20        30        40      
PAT___                EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
          50        60        70        80            
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (16-28:36-48) 
 
                              10        20        30        40      
PAT___                EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
          50        60        70        80            
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG            
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gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (11-36:137-162) 
 
                                   10        20        30        40 
PAT___                     EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
               50        60        70        80                     
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                     
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.1 E():   93 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (31-42:13-24) 
 
               10        20        30        40        50        60 
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     ::.: :.: ..:                   
gi|219                   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKI 
                                 10        20        30        40   
 
               70        80                                         
PAT___ RLGLGSTLYTHLLKSMEAQG                                         
                                                                    
gi|219 SEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSD 
             50        60        70        80        90       100   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (22-40:80-98) 
 
                        10        20        30        40        50  
PAT___          EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
              60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                                     
gi|671 STNCATVK                      
     110                             
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (9-55:82-128) 
 
                                     10        20        30         
PAT___                       EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
       40        50        60        70        80                   
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG                   
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (52-70:138-156) 
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              30        40        50        60        70        80  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG  
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:42 2011 done: Wed Jan 19 14:40:42 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 40  - 119 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     2     0:= 
  26     3     0:= 
  28     2     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    23    22:=======* 
  36    25    44:=========     * 
  38    54    73:==================      * 
  40   112   102:=================================*==== 
  42   117   125:=======================================  * 
  44   116   138:=======================================      * 
  46   147   140:==============================================*== 
  48   126   134:==========================================  * 
  50    97   122:=================================       * 
  52   114   108:===================================*== 
  54   110    92:==============================*====== 
  56   104    77:=========================*========= 
  58    69    63:====================*== 
  60    50    51:================* 
  62    41    41:=============* 
  64    32    33:==========* 
  66    32    26:========*== 
  68     9    20:===   * 
  70    19    16:=====*= 
  72    19    12:===*=== 
  74     8    10:===* 
  76     5     8:==* 
  78     8     6:=*= 
  80    18     5:=*==== 
  82     3     3:* 
  84     4     3:*= 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     1     1:*         :* 
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  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.63220.00341; mu= 2.3892 0.176 
 mean_var=31.3393 7.728, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.229102 
 Kolmogorov-Smirnov  statistic: 0.0530 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   59 23.8    0.98 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   65 25.2     1.5 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   63 24.6     2.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 21.6     3.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 22.1       4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.0     5.2 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   57 22.7     6.1 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.7     6.6 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 21.4     7.3 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.7     7.4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.7     7.4 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   58 22.9     8.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 20.6     8.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 21.8       9 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   57 22.6     9.5 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.6     9.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.3      10 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.1      12 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   57 22.5      14 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.4      15 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 21.9      15 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 21.9      15 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 21.9      15 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 21.9      15 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 21.9      15 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.6      16 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.4      17 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.3      17 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.9      18 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.6      18 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.6      20 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.6      21 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.6      21 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.6      21 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 19.8      21 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 19.8      21 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 19.8      21 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 19.8      21 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.2      24 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 20.5      27 
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gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 19.4      30 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.2      31 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.2      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      32 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      32 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 16.6      33 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.6      34 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.4      37 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.6      39 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 19.3      40 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.3      40 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.3      40 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 17.8      41 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.5      44 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.5      44 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.5      44 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.5      44 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.5      44 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.5      44 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   46 19.3      47 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.9      47 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   37 16.9      47 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.2      47 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.2      49 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   49 20.0      49 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 19.0      49 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 18.2      49 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.0      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.2      52 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      53 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   46 19.2      54 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      54 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 17.9      55 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.2      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      56 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 19.2      57 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.4      57 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 17.9      57 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.8      61 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      61 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   45 18.9      61 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      64 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      64 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.6      65 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.6      65 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      66 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.4      66 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.4      66 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.1      67 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.6      68 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.6      69 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   46 19.1      71 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.3      75 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 17.6      77 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.3      79 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.6      80 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.3      84 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 17.8      84 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   47 19.3      86 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   47 19.3      86 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.0      87 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 14.4      89 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 17.8      89 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 17.7      93 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.5      93 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 17.5      93 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 17.7      94 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 17.7      95 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   46 19.0      95 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.5      95 
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gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   40 17.5      97 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 14.9      97 
gi|26985163|gb|AAN86249.1|AF448054_1 recombinant I ( 109)   38 17.0      99 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.0      99 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.0      99 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.5      99 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.5   1e 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.5   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 102.6  bits: 23.8 E(): 0.98 
Smith-Waterman score: 59; 37.0% identity (59.3% similar) in 27 aa overlap (53-79:16-42) 
 
             30        40        50        60        70        80   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF   
                                     : .   .: :::.    : . ..::::    
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  65  Z-score: 99.4  bits: 25.2 E():  1.5 
Smith-Waterman score: 65; 25.0% identity (48.9% similar) in 88 aa overlap (1-79:114-200) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.   .  : :::.  .    :: .  
gi|186 YTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHQKIYNSREGDLI 
            90       100       110       120        130       140   
 
               40        50                 60        70        80  
PAT___ GIAYAGPWKARNAYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGF  
       ..  .  :   :  :  : ..  .   : ..:      :. :...   ..:: .. ::   
gi|186 AVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGH 
            150       160       170       180       190       200   
 
gi|186 QSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGL 
            210       220       230       240       250       260   
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  63  Z-score: 95.8  bits: 24.6 E():  2.3 
Smith-Waterman score: 63; 25.0% identity (48.9% similar) in 88 aa overlap (1-79:114-200) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.   .  : :::.  .    :: .  
gi|186 YTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQKIYNFREGDLI 
            90       100       110       120        130       140   
 
               40        50                 60        70        80  
PAT___ GIAYAGPWKARNAYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGF  
       ..  .  :   :  :  : ..  .   : ..:      :. :...   ..:: .. ::   
gi|186 AVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGH 
            150       160       170       180       190       200   
 
gi|186 QSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGL 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 92.2  bits: 21.6 E():  3.7 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (2-19:7-24) 
 
                    10        20        30        40        50      
PAT___      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
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 initn:  41 init1:  41 opt:  54  Z-score: 91.6  bits: 22.1 E():    4 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (6-32:83-110) 
 
                                        10         20        30     
PAT___                          PQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
           40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                                      
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD       
            120       130       140       150         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 89.7  bits: 21.0 E():  5.2 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (33-46:53-66) 
 
             10        20        30        40        50        60   
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
             70        80 
PAT___ LGSTLYTHLLKSMEAQGF 
                          
gi|323 RTNAAVTVR          
             90           
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 22.7 E():  6.1 
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:79-98) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::.  . . . :. .::           
gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ 
       50        60        70        80        90       100         
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ 
      110       120       130       140       150       160         
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.8  bits: 21.7 E():  6.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (30-46:74-90) 
 
                10        20        30        40        50          
PAT___  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
      60        70        80                                        
PAT___ RLGLGSTLYTHLLKSMEAQGF                                        
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.9  bits: 21.4 E():  7.3 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (3-37:109-143) 
 
                                           10        20        30   
PAT___                             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
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       80        90       100       110       120       130         
 
             40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
         :.:                                            
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ                 
      140       150       160       170                 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.9  bits: 21.7 E():  7.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (30-46:91-107) 
 
                10        20        30        40        50          
PAT___  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ RLGLGSTLYTHLLKSMEAQGF                                        
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.9  bits: 21.7 E():  7.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (30-46:91-107) 
 
                10        20        30        40        50          
PAT___  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ RLGLGSTLYTHLLKSMEAQGF                                        
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 86.2  bits: 22.9 E():  8.1 
Smith-Waterman score: 58; 27.4% identity (56.5% similar) in 62 aa overlap (1-61:158-215) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     ::  :..  .:.: :       ..: .. : 
gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRRIREGDVVAIPA 
       130       140       150       160        170       180       
 
               40        50         60        70        80          
PAT___ GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGF          
       :.::   :.  .. .  :  ... ::  :..:                             
gi|258 GVAY---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQ 
        190          200       210       220       230       240    
 
gi|258 GEQGRPGQHQQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQ 
           250       260       270       280       290       300    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 85.7  bits: 20.6 E():  8.6 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (11-39:32-61) 
 
                                   10        20         30          
PAT___                     PQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
      40        50        60        70        80            
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
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gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.4  bits: 21.8 E():    9 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (9-32:41-64) 
 
                                     10        20        30         
PAT___                       PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
       40        50        60        70        80                   
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                   
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (1-46:97-140) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . .  ...:       : .  .:.:..: 
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
         ::  : : .:.  :                                             
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP 
          130       140       150       160       170       180     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 84.7  bits: 22.6 E():  9.7 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 21.3 E():   10 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (47-63:32-48) 
 
         20        30        40        50        60        70       
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
         80                                                         
PAT___ AQGF                                                         
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.8  bits: 17.1 E():   12 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:1-14) 
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               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                 ::. .: :.. : :                     
gi|323                           GVLFNIQYVNYWFAP                    
                                         10                         
 
               70        80 
PAT___ LGLGSTLYTHLLKSMEAQGF 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 81.8  bits: 22.5 E():   14 
Smith-Waterman score: 57; 25.8% identity (53.0% similar) in 66 aa overlap (1-59:407-472) 
 
                                               10         20        
PAT___                               PQTPQEW--IDDL-ERLQDRYPWLVAE--- 
                                     :   : :  .: : .. ..: :  . .    
gi|284 HSMIGHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELA 
        380       390       400       410       420       430       
 
            30        40        50        60        70        80    
PAT___ VEGV-VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF    
        ::: : ..  .  .   . :: ... .:::..  :                         
gi|284 FEGVKVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEV 
        440       450       460       470       480       490       
 
gi|284 SSDKAQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNI 
        500       510       520       530       540       550       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.2  bits: 20.4 E():   15 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (12-55:16-55) 
 
                   10        20        30        40        50       
PAT___     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
         60        70        80                                     
PAT___ RHQRLGLGSTLYTHLLKSMEAQGF                                     
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (19-46:114-139) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (6-29:47-70) 
 
                                        10        20        30      
PAT___                          PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
          40        50        60        70        80                
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.4 E():   17 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (11-39:162-190) 
 
                                   10        20        30        40 
PAT___                     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
               50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                                
gi|223 VQ                                       
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>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.2  bits: 19.3 E():   17 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (51-63:63-75) 
 
               30        40        50        60        70        80 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
gi|387 TIPR 
            
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 79.9  bits: 21.9 E():   18 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (11-63:217-268) 
 
                                   10        20        30        40 
PAT___                     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
               50        60        70        80                     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                     
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.7  bits: 21.6 E():   18 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (31-69:12-50) 
 
               10        20        30        40        50           
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQ 
                                     :.  :.:  : .  ::  .:  .. . :   
gi|947                    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFA 
                                  10        20        30        40  
 
      60        70        80                                        
PAT___ RLGLGSTLYTHLLKSMEAQGF                                        
       :   :::  :                                                   
gi|947 RTD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAY 
               50        60        70        80        90       100 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (13-58:90-147) 
 
                                 10        20        30          40 
PAT___                   PQTPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                         50        60        70        80           
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (10-71:87-147) 
 
                                    10        20          30        
PAT___                      PQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
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        40        50        60          70        80                
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGF                
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (10-71:87-147) 
 
                                    10        20          30        
PAT___                      PQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
        40        50        60          70        80                
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGF                
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (10-71:87-147) 
 
                                    10        20          30        
PAT___                      PQTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
        40        50        60          70        80                
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGF                
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (5-31:68-92) 
 
                                         10        20        30     
PAT___                           PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
           40        50        60        70        80               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF               
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (5-33:69-95) 
 
                                         10        20        30     
PAT___                           PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1255



 

 

gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           40        50        60        70        80               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF               
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (5-33:69-95) 
 
                                         10        20        30     
PAT___                           PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           40        50        60        70        80               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF               
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (5-33:69-95) 
 
                                         10        20        30     
PAT___                           PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
           40        50        60        70        80               
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF               
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.2 E():   24 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (26-69:67-110) 
 
                    10        20        30        40        50      
PAT___      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGF                                    
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 20.5 E():   27 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (1-21:121-141) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .: :          
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ 
              100       110       120       130       140       150 
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD 
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              160       170       180       190       200       210 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 46; 23.6% identity (58.2% similar) in 55 aa overlap (26-79:105-158) 
 
                    10        20        30        40        50      
PAT___      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
          60        70         80                    
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGF                    
        .:  .:  .   .. ..: .:: :                     
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (26-69:127-170) 
 
                    10        20        30        40        50      
PAT___      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          60        70        80                                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGF                                    
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (26-69:127-170) 
 
                    10        20        30        40        50      
PAT___      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          60        70        80                                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGF                                    
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   32 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (23-45:9-26) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                             ::.: :.      : ::: ..:.                
gi|320               YTTEGGTKAEAEDVIP----EG-WKADTSYE                
                             10             20                      
 
               70        80 
PAT___ LGLGSTLYTHLLKSMEAQGF 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   32 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (38-45:19-26) 
 
        10        20        30        40        50        60        
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
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                           10        20                             
 
        70        80 
PAT___ YTHLLKSMEAQGF 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.1  bits: 16.6 E():   33 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (9-17:7-15) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
               .:::: ..:                                            
gi|471   KITLLEEDLERNEERLQTATERLEEAS                                
                 10        20                                       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (11-27:32-48) 
 
                                   10        20        30        40 
PAT___                     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
               50        60        70        80             
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF             
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (1-46:66-109) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     : . . ....:       : :  .:.:..  
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI- 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
        .:   : . .:.  :                                             
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRP 
           100       110       120       130       140       150    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (4-69:133-193) 
 
                                          10        20        30    
PAT___                            PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
            40        50        60        70        80              
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF              
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.7  bits: 19.3 E():   40 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (2-42:27-62) 
 
                                        10        20        30      
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PAT___                          PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
 
          40        50        60        70        80                
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (15-27:36-48) 
 
                               10        20        30        40     
PAT___                 PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           50        60        70        80         
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF         
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (15-27:36-48) 
 
                               10        20        30        40     
PAT___                 PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           50        60        70        80         
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF         
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.4  bits: 17.8 E():   41 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (9-18:3-12) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
               ::.::.  :.                                           
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGF 
                     10        20        30        40        50     
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (2-26:135-159) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   44 
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Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (2-26:135-159) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (2-26:135-159) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (2-26:135-159) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (2-26:135-159) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (21-45:13-35) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                           ..: : : ..:      :  : :.:                
gi|856         MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVE 
                       10        20        30          40        50 
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               70        80                                         
PAT___ LGLGSTLYTHLLKSMEAQGF                                         
                                                                    
gi|856 KGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNY 
               60        70        80        90       100       110 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:93-111) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQFSQ 
             70        80        90       100       110       120   
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|170 PQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSD 
            130       140       150       160       170       180   
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 72.3  bits: 15.9 E():   47 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:6-19) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                    .:: .: :.  :.:                                  
gi|183         ATGKVVQDIMPPLLFVVQGKEKPSS                            
                       10        20                                 
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 72.3  bits: 16.9 E():   47 
Smith-Waterman score: 37; 27.8% identity (66.7% similar) in 18 aa overlap (1-18:31-48) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :..  . : ..: . .::             
gi|298 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERYGXG          
               10        20        30        40        50           
 
               40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (55-64:31-40) 
 
           30        40        50        60        70        80     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF     
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (51-69:174-192) 
 
               30        40        50        60        70        80 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
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>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 49; 31.0% identity (54.8% similar) in 42 aa overlap (1-40:267-307) 
 
                                              10        20          
PAT___                               PQTPQ-EWIDDLERLQDRYPWLVAEVEGVV 
                                     :.. . .::   :.: :.:  :.:.   :  
gi|601 YTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVS 
        240       250       260       270        280       290      
 
      30         40        50        60        70        80         
PAT___ AGIAYA-GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF         
           .:   :.:                                                 
gi|601 IEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGT 
         300       310       320       330       340       350      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.0 E():   49 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (2-37:76-115) 
 
                                            10            20        
PAT___                              PQTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
        30        40        50        60        70        80        
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF        
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.2 E():   49 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (5-31:86-112) 
 
                                         10        20        30     
PAT___                           PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
           40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                                      
gi|484 VLACGWVDGEVQE                                  
         120                                          
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 20.0 E():   49 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (13-21:276-284) 
 
                                 10        20        30        40   
PAT___                   PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
             50        60        70        80                       
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                       
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (26-50:242-266) 
 
                    10        20        30        40        50      
PAT___      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
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                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
          60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGF 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (1-19:135-153) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (27-47:259-276) 
 
                   10        20        30        40        50       
PAT___     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
         60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGF 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:74-92) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|106 PQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQ 
            50        60        70        80        90       100    
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|106 PQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSD 
           110       120       130       140       150       160    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.2  bits: 20.7 E():   54 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (2-19:721-738) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (18-38:80-104) 
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                            10        20        30            40    
PAT___              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
            50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                             
gi|408 LTSFRKV                               
     110                                     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (6-26:139-159) 
 
                                        10        20        30      
PAT___                          PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
          40        50        60        70        80                
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 20.7 E():   56 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (2-19:736-753) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 46; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:93-111) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPFPQ 
             70        80        90       100       110       120   
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|170 PQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMRQQ 
            130       140       150       160       170       180   
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.4 E():   57 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (4-40:11-47) 
 
                      10        20        30        40        50    
PAT___        PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
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            60        70        80                                  
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGF                                  
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (23-55:85-117) 
 
                       10        20        30        40        50   
PAT___         PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
             60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGF 
         :                          
gi|128 DCSRVN                       
          120                       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.3  bits: 14.8 E():   61 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (27-35:1-9) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                 : :.:...:                          
gi|131                           GPVGGVVHAHMMPLL                    
                                         10                         
 
               70        80 
PAT___ LGLGSTLYTHLLKSMEAQGF 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.1 E():   61 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (15-21:4-10) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                     .:  ::.                                        
gi|244            IGNEDCTPWMSTLITPLP                                
                          10                                        
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 28.0% identity (52.0% similar) in 50 aa overlap (20-69:147-193) 
 
                          10        20        30        40          
PAT___            PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
      50        60        70        80                              
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                              
        :: :..:. ..: ... ::                                         
gi|289 FTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKN 
           180       190       200       210       220       230    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.8  bits: 19.2 E():   64 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (27-47:277-294) 
 
                   10        20        30        40        50       
PAT___     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
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         60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGF 
                                
gi|156 QAGNNLMMIEQYPYVVIM       
           310       320        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.8  bits: 19.2 E():   64 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (27-47:277-294) 
 
                   10        20        30        40        50       
PAT___     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGF 
                                
gi|275 QAGNNLMMIEQYPYVVIM       
           310       320        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (15-27:36-48) 
 
                               10        20        30        40     
PAT___                 PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
           50        60        70        80           
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (15-27:36-48) 
 
                               10        20        30        40     
PAT___                 PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
           50        60        70        80           
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.6  bits: 14.8 E():   66 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:3-10) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                    :: : :.:                        
gi|751                            ADAGYAPAAPGTQPKA                  
                                          10                        
 
               70        80 
PAT___ LGLGSTLYTHLLKSMEAQGF 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (32-65:250-290) 
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              10        20        30        40        50            
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            60        70        80                                  
PAT___ ------RLGLGSTLYTHLLKSMEAQGF                                  
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (32-65:250-290) 
 
              10        20        30        40        50            
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            60        70        80                                  
PAT___ ------RLGLGSTLYTHLLKSMEAQGF                                  
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.1 E():   67 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (41-48:234-241) 
 
               20        30        40        50        60        70 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
               80                                                   
PAT___ LLKSMEAQGF                                                   
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (30-41:13-24) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                    ::.: :.: ..:                    
gi|219                  MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKIS 
                                10        20        30        40    
 
               70        80                                         
PAT___ LGLGSTLYTHLLKSMEAQGF                                         
                                                                    
gi|219 EFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDR 
            50        60        70        80        90       100    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (21-39:80-98) 
 
                         10        20        30        40        50 
PAT___           PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
               60        70        80 
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PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                      
gi|671 STNCATVK                       
     110                              
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (1-19:135-153) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
          170       180       190       200       210       220     
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.6  bits: 17.3 E():   75 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (29-49:12-32) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                   ::..:.:.:  . .  .  ::            
gi|227                  MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCG 
                                10        20        30        40    
 
               70        80                                         
PAT___ LGLGSTLYTHLLKSMEAQGF                                         
                                                                    
gi|227 NGQKVACCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAI 
            50        60        70        80        90       100    
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (11-27:36-52) 
 
                                   10        20        30        40 
PAT___                     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
               50        60        70        80                     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                     
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (51-69:138-156) 
 
               30        40        50        60        70        80 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (8-54:82-128) 
 
                                      10        20        30        
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PAT___                        PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
        40        50        60        70        80                  
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                  
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (10-35:137-162) 
 
                                    10        20        30          
PAT___                      PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
      40        50        60        70        80                    
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                    
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (12-21:69-78) 
 
                                  10        20        30        40  
PAT___                    PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
              50        60        70        80                      
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                      
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 47; 28.6% identity (42.9% similar) in 49 aa overlap (2-48:109-157) 
 
                                              10        20          
PAT___                              PQTPQE--WIDDLERLQDRYPWLVAEVEGVV 
                                     : :::       .: :::.  .    :: . 
gi|186 PSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRSQRPQDRHQKVHRFREGDL 
       80        90       100       110       120       130         
 
      30        40        50        60        70        80          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF          
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 47; 28.6% identity (42.9% similar) in 49 aa overlap (2-48:109-157) 
 
                                              10        20          
PAT___                              PQTPQE--WIDDLERLQDRYPWLVAEVEGVV 
                                     : :::       .: :::.  .    :: . 
gi|186 PSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRSQRPQDRHQKVHRFREGDL 
       80        90       100       110       120       130         
 
      30        40        50        60        70        80          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF          
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        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:97-114) 
 
                                     10        20        30         
PAT___                       PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
       40        50        60        70        80                   
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                   
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.2  bits: 14.4 E():   89 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (7-14:5-12) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
             :.:.  .:                                               
gi|323   ARTAWVDSGAQLGELSY                                          
                 10                                                 
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (22-45:46-69) 
 
                        10        20        30        40        50  
PAT___          PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
              60        70        80                                
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGF                                
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (8-28:136-156) 
 
                                      10        20        30        
PAT___                        PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
        40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                                   
gi|292 LSDDDRCQGSRD                                
         170                                       
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:118-136) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::. . . .. :. .:            
gi|170 PQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQ 
        90       100       110       120       130       140        
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               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|170 PQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCNHVSLVSSLVSIILPRSDCQVMQQQCCQ 
       150       160       170       180       190       200        
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.5 E():   93 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (11-27:58-74) 
 
                                   10        20        30        40 
PAT___                     PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
               50        60        70        80                     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                     
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (8-28:138-158) 
 
                                      10        20        30        
PAT___                        PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
        40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                                   
gi|292 LSDDDRCQGSRD                                
       170                                         
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (8-28:139-159) 
 
                                      10        20        30        
PAT___                        PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
        40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                                   
gi|312 LSDDDRCQGSRD                                
      170       180                                
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (1-19:148-166) 
 
                                             10        20        30 
PAT___                               PQTPQEWIDDLERLQDRYPWLVAEVEGVVA 
                                     :: ::..... .  :.. :            
gi|739 QFPQQKLPQQEFPQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP 
       120       130       140       150       160       170        
 
               40        50        60        70        80           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF           
                                                                    
gi|739 QQQQIPQQQQIPQQPQQIPQQQQIPQQPQQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ 
       180       190       200       210       220       230        
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>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (19-73:100-156) 
 
                           10        20        30          40       
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
          50        60        70        80                          
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                          
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 17.7% identity (53.2% similar) in 62 aa overlap (19-80:32-91) 
 
                           10        20        30        40         
PAT___             PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
       50        60        70        80                             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF                             
        .: :: :. . .  ..  : . ...  . ::                             
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.5  bits: 14.9 E():   97 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (23-45:9-26) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                             ::.: :.      : ::. ..:.                
gi|320               YTTEGGTKAEAEDVIP----EG-WKVDTSYE                
                             10             20                      
 
               70        80 
PAT___ LGLGSTLYTHLLKSMEAQGF 
 
>>gi|26985163|gb|AAN86249.1|AF448054_1 recombinant Ib pr  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 38; 20.5% identity (51.3% similar) in 39 aa overlap (1-39:2-40) 
 
                10        20        30        40        50          
PAT___  PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
        ::  :. ... ..:.    :.  .. :   .    :: .                     
gi|269 QPQKCQREFQQEQHLRACQQWIRQQLAGSPFSENQWGPQQGPSLREQCCNELYQEDQVCV 
               10        20        30        40        50        60 
 
      60        70        80                             
PAT___ RLGLGSTLYTHLLKSMEAQGF                             
                                                         
gi|269 CPTLKQAAKSVRVQGQHGPFQSTRIYQIAKNLPNVCNMKQIGTCPFIAI 
               70        80        90       100          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (31-46:182-196) 
 
               10        20        30        40          50         
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
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gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGF 
                              
gi|217 DLMMIEEYPYVVIL         
      210       220           
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (31-46:182-196) 
 
               10        20        30        40          50         
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGF 
                              
gi|217 DLMMIEEYPYVVIL         
      210       220           
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 19.5 E():   99 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (2-19:249-266) 
 
                                            10        20        30  
PAT___                              PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
              40        50        60        70        80            
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF            
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (30-41:13-24) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                    ::.: :.: ..:                    
gi|184                  MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKIS 
                                10        20        30        40    
 
               70        80                                         
PAT___ LGLGSTLYTHLLKSMEAQGF                                         
                                                                    
gi|184 EFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDR 
            50        60        70        80        90       100    
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (30-41:13-24) 
 
               10        20        30        40        50        60 
PAT___ PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                    ::.: :.: ..:                    
gi|456                  MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKIS 
                                10        20        30        40    
 
               70        80                                         
PAT___ LGLGSTLYTHLLKSMEAQGF                                         
                                                                    
gi|456 EFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDR 
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            50        60        70        80        90       100    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:42 2011 done: Wed Jan 19 14:40:42 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 41  - 120 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     3     0:= 
  28     4     0:== 
  30     0     2:* 
  32     4     8:==* 
  34    15    22:=====  * 
  36    25    44:=========     * 
  38    32    73:===========             * 
  40    84   102:============================     * 
  42   140   125:=========================================*===== 
  44   103   138:===================================          * 
  46   127   140:===========================================   * 
  48   177   134:============================================*============== 
  50   130   122:========================================*=== 
  52    90   108:==============================     * 
  54   133    92:==============================*============== 
  56    61    77:=====================    * 
  58    69    63:====================*== 
  60    46    51:================* 
  62    53    41:=============*==== 
  64    40    33:==========*=== 
  66    36    26:========*=== 
  68    18    20:======* 
  70    15    16:=====* 
  72    14    12:===*= 
  74    16    10:===*== 
  76     6     8:==* 
  78     6     6:=* 
  80    18     5:=*==== 
  82    11     3:*=== 
  84     0     3:* 
  86     4     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.21070.00328; mu= -1.4563 0.171 
 mean_var=31.4840 7.695, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.228575 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   59 24.2    0.78 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   52 22.0     2.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 22.4     3.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4     3.9 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.9     5.5 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 21.7     6.1 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.9     6.2 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.9     6.2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 20.9     6.7 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.9     7.5 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.0       8 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.5     8.8 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 22.7     9.3 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.7      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      13 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 20.9      14 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   55 22.0      14 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.0      14 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.6      14 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.0      15 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.0      15 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.0      15 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.0      15 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.0      15 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 20.1      17 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 20.1      17 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 20.1      17 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 20.1      17 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.8      17 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 21.9      18 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 21.7      18 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.7      18 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.7      18 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.7      18 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.2      20 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.2      20 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.5      21 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.2      22 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   53 21.4      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   53 21.3      24 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 19.7      25 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.0      26 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.3      27 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.3      28 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.6      30 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.2      31 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.6      31 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.6      31 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   46 19.5      34 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 19.8      34 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 19.8      34 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.2      35 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.8      36 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.6      37 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.8      38 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   47 19.7      39 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   47 19.7      39 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   47 19.7      39 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   47 19.7      39 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   47 19.7      39 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 18.5      39 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.5      40 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   45 19.2      42 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.4      43 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.3      43 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.3      45 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.1      46 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.4      47 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.7      47 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.4      49 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.4      50 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.0      51 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.0      51 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.0      53 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   47 19.6      54 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      54 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 15.2      55 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.7      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.7      56 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      57 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.3      58 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.3      58 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.7      59 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.3      60 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.5      61 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.5      61 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 17.9      61 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.6      63 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.5      68 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.1      70 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.8      70 
gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen (  24)   29 15.3      71 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.0      74 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.3      74 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 17.8      76 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.0      77 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.0      78 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.0      79 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.4      79 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      82 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      82 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   47 19.4      82 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   47 19.4      82 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.1      84 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   40 17.8      84 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.2      85 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.2      85 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.7      85 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      85 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.7      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.2      88 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.2      89 
gi|32363133|sp|P83508.1|AVP2_CAVPO RecName: Full=M (  15)   25 14.2      90 
gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A ( 282)   43 18.4      94 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.4      95 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.2      96 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.7      96 
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gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   48 19.5      98 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   28 14.9      98 
gi|3121756|sp|P81217.1|ALL22_HORSE RecName: Full=D (  19)   26 14.4      99 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.5   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 104.4  bits: 24.2 E(): 0.78 
Smith-Waterman score: 59; 37.0% identity (59.3% similar) in 27 aa overlap (52-78:16-42) 
 
              30        40        50        60        70        80  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK  
                                     : .   .: :::.    : . ..::::    
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 94.2  bits: 22.0 E():  2.9 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (1-18:7-24) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             : :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (5-31:83-110) 
 
                                         10         20        30    
PAT___                           QTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
            40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                                       
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD        
            120       130       140       150          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.8  bits: 21.4 E():  3.9 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (32-45:53-66) 
 
              10        20        30        40        50        60  
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
              70        80 
PAT___ LGSTLYTHLLKSMEAQGFK 
                           
gi|323 RTNAAVTVR           
             90            
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.2  bits: 21.9 E():  5.5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (29-45:74-90) 
 
                 10        20        30        40        50         
PAT___   QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
       60        70        80                                       
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PAT___ RLGLGSTLYTHLLKSMEAQGFK                                       
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.4  bits: 21.7 E():  6.1 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (2-36:109-143) 
 
                                            10        20        30  
PAT___                              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
              40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
         :.:                                             
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ                  
      140       150       160       170                  
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.2  bits: 21.9 E():  6.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (29-45:91-107) 
 
                 10        20        30        40        50         
PAT___   QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ RLGLGSTLYTHLLKSMEAQGFK                                       
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.2  bits: 21.9 E():  6.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (29-45:91-107) 
 
                 10        20        30        40        50         
PAT___   QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ RLGLGSTLYTHLLKSMEAQGFK                                       
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (10-38:32-61) 
 
                                    10        20         30         
PAT___                      QTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
       40        50        60        70        80           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 86.8  bits: 17.9 E():  7.5 
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Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:1-14) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                ::. .: :.. : :                      
gi|323                          GVLFNIQYVNYWFAP                     
                                        10                          
 
               70        80 
PAT___ GLGSTLYTHLLKSMEAQGFK 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 86.3  bits: 22.0 E():    8 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (8-31:41-64) 
 
                                      10        20        30        
PAT___                        QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
        40        50        60        70        80                  
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                  
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.5  bits: 21.5 E():  8.8 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (46-62:32-48) 
 
          20        30        40        50        60        70      
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
          80                                                        
PAT___ AQGFK                                                        
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.6  bits: 20.7 E():   13 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (11-54:16-55) 
 
                    10        20        30        40        50      
PAT___      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
          60        70        80                                    
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFK                                    
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gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.3  bits: 19.7 E():   13 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (50-62:63-75) 
 
      20        30        40        50        60        70          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
      80    
PAT___ K    
            
gi|387 TIPR 
            
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 20.9 E():   14 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (5-28:47-70) 
 
                                         10        20        30     
PAT___                           QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
           40        50        60        70        80               
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK               
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 55; 24.1% identity (49.4% similar) in 87 aa overlap (1-78:115-200) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : ::.  ..  : :::.  .    :: . . 
gi|186 TNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQKIYNSREGDLIA 
           90       100       110       120        130       140    
 
               40        50                 60        70        80  
PAT___ IAYAGPWKARNAYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFK  
       .  .  :   :  :  : ..  .   : ..:      :. :...   ..:: .. ::    
gi|186 VPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQ 
           150       160       170       180       190       200    
 
gi|186 SQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLS 
           210       220       230       240       250       260    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (18-45:115-140) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
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>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.7  bits: 20.6 E():   14 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (10-38:162-190) 
 
                                    10        20        30          
PAT___                      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
      40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                                 
gi|223 VQ                                        
                                                 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (18-45:114-139) 
 
                            10        20        30        40        
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PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (4-30:68-92) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
            40        50        60        70        80              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK              
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (4-32:69-95) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            40        50        60        70        80              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK              
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (4-32:69-95) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            40        50        60        70        80              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK              
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (4-32:69-95) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
            40        50        60        70        80              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK              
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gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (12-57:90-147) 
 
                                  10        20          30          
PAT___                    QTPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
      40                  50        60        70        80          
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK          
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 80.1  bits: 21.9 E():   18 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (10-62:217-268) 
 
                                    10        20        30          
PAT___                      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
      40        50        60        70        80                    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                    
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (30-68:12-50) 
 
               10        20        30        40        50           
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQR 
                                    :.  :.:  : .  ::  .:  .. . :  : 
gi|947                   MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFAR 
                                 10        20        30        40   
 
      60        70        80                                        
PAT___ LGLGSTLYTHLLKSMEAQGFK                                        
          :::  :                                                    
gi|947 TD-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYH 
              50        60        70        80        90       100  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (9-70:87-147) 
 
                                     10        20          30       
PAT___                       QTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         40        50          60        70        80               
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFK               
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
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>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (9-70:87-147) 
 
                                     10        20          30       
PAT___                       QTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         40        50          60        70        80               
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFK               
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (9-70:87-147) 
 
                                     10        20          30       
PAT___                       QTPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         40        50          60        70        80               
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFK               
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.9  bits: 17.2 E():   20 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (37-44:19-26) 
 
         10        20        30        40        50        60       
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
         70        80 
PAT___ YTHLLKSMEAQGFK 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.9  bits: 17.2 E():   20 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (22-44:9-26) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                            ::.: :.      : ::: ..:.                 
gi|320              YTTEGGTKAEAEDVIP----EG-WKADTSYE                 
                            10             20                       
 
               70        80 
PAT___ GLGSTLYTHLLKSMEAQGFK 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (25-68:67-110) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
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gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFK                                   
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.5  bits: 17.2 E():   22 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (8-16:7-15) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
              .:::: ..:                                             
gi|471  KITLLEEDLERNEERLQTATERLEEAS                                 
                10        20                                        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 53; 24.1% identity (49.4% similar) in 87 aa overlap (1-78:115-200) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : ::.  ..  : :::.  .    :: . . 
gi|186 TNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQRGQS-SRPQDRHQKIYNFREGDLIA 
           90       100       110       120        130       140    
 
               40        50                 60        70        80  
PAT___ IAYAGPWKARNAYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFK  
       .  .  :   :  :  : ..  .   : ..:      :. :...   ..:: .. ::    
gi|186 VPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQ 
           150       160       170       180       190       200    
 
gi|186 SQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLS 
           210       220       230       240       250       260    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 53; 25.9% identity (56.9% similar) in 58 aa overlap (4-60:161-215) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. . .:.: :       ..: .. ::.:: 
gi|258 ERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY 
              140       150       160       170       180       190 
 
            40        50         60        70        80             
PAT___ AGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFK             
          :.  .. .  :  ... ::  :..:                                 
gi|258 ---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQG 
                 200       210       220       230       240        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.2  bits: 19.7 E():   25 
Smith-Waterman score: 46; 23.6% identity (58.2% similar) in 55 aa overlap (25-78:105-158) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
           60         70        80                   
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFK                   
        .:  .:  .   .. ..: .:: :                     
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (10-26:32-48) 
 
                                    10        20        30          
PAT___                      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
      40        50        60        70        80            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK            
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (25-68:127-170) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           60        70        80                                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFK                                   
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (25-68:127-170) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           60        70        80                                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFK                                   
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:6-19) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                   .:: .: :.  :.:                                   
gi|183        ATGKVVQDIMPPLLFVVQGKEKPSS                             
                      10        20                                  
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 18.2 E():   31 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (8-17:3-12) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
              ::.::.  :.                                            
gi|144      MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFI 
                    10        20        30        40        50      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (14-26:36-48) 
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                                10        20        30        40    
PAT___                  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            50        60        70        80        
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK        
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (14-26:36-48) 
 
                                10        20        30        40    
PAT___                  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            50        60        70        80        
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK        
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 46; 29.3% identity (48.8% similar) in 41 aa overlap (1-41:27-62) 
 
                                         10        20        30     
PAT___                           QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                 : :.:   ...::. . :    : ::     .:  
gi|221 NYLHMLLALSVCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEG-----GYI 
               10        20        30        40        50           
 
           40        50        60        70        80               
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK               
         :.  :                                                      
gi|221 ETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYE 
          60        70        80        90       100       110      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (19-80:147-199) 
 
                           10        20        30        40         
PAT___             QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
       50        60        70        80                             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                             
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (3-68:133-193) 
 
                                           10        20        30   
PAT___                             QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
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            110       120       130       140          150          
 
             40        50        60        70        80             
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK             
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 53; 25.8% identity (54.8% similar) in 62 aa overlap (4-58:411-472) 
 
                                            10         20           
PAT___                            QTPQEW--IDDL-ERLQDRYPWLVAE---VEGV 
                                     : :  .: : .. ..: :  . .    ::: 
gi|284 GHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGV 
              390       400       410       420       430       440 
 
         30        40        50        60        70        80       
PAT___ -VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK       
        : ..  .  .   . :: ... .:::..  :                             
gi|284 KVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDK 
              450       460       470       480       490       500 
 
gi|284 AQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPE 
              510       520       530       540       550       560 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (20-44:13-35) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                          ..: : : ..:      :  : :.:                 
gi|856        MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEK 
                      10        20        30          40        50  
 
               70        80                                         
PAT___ GLGSTLYTHLLKSMEAQGFK                                         
                                                                    
gi|856 GLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYE 
              60        70        80        90       100       110  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 74.3  bits: 15.6 E():   37 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (26-34:1-9) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                : :.:...:                           
gi|131                          GPVGGVVHAHMMPLL                     
                                        10                          
 
               70        80 
PAT___ GLGSTLYTHLLKSMEAQGFK 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (54-63:31-40) 
 
            30        40        50        60        70        80    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK    
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 74.1  bits: 15.8 E():   38 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (14-20:4-10) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                    .:  ::.                                         
gi|244           IGNEDCTPWMSTLITPLP                                 
                         10                                         
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (1-25:135-159) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (1-25:135-159) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (1-25:135-159) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (1-25:135-159) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
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gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (1-25:135-159) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     :  .: :: ::.  ..  :.. ...      
gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEET 
          170       180       190       200       210       220     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.5 E():   39 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (4-30:86-112) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
            40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                                       
gi|484 VLACGWVDGEVQE                                   
         120                                           
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.6  bits: 15.5 E():   40 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:3-10) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                   :: : :.:                         
gi|751                           ADAGYAPAAPGTQPKA                   
                                         10                         
 
               70        80 
PAT___ GLGSTLYTHLLKSMEAQGFK 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 45; 20.0% identity (52.5% similar) in 40 aa overlap (1-36:76-115) 
 
                                             10            20       
PAT___                               QTPQEWIDDLERLQD----RYPWLVAEVEG 
                                     :. .::  :.:  .      :: ..   .. 
gi|190 CTTELAAMANYAKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRS 
          50        60        70        80        90       100      
 
         30        40        50        60        70        80       
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK       
       ..  . .. :                                                   
gi|190 AIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTA 
         110       120       130       140       150       160      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (50-68:174-192) 
 
      20        30        40        50        60        70          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
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                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
      80                                                       
PAT___ K                                                       
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (17-37:80-104) 
 
                             10        20        30            40   
PAT___               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
             50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                              
gi|408 LTSFRKV                                
     110                                      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (25-49:242-266) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
           60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFK 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 18.3 E():   45 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (22-54:85-117) 
 
                        10        20        30        40        50  
PAT___          QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
              60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
         :                           
gi|128 DCSRVN                        
          120                        
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (12-20:276-284) 
 
                                  10        20        30        40  
PAT___                    QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
              50        60        70        80                      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                      
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
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>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (26-46:259-276) 
 
                    10        20        30        40        50      
PAT___      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
          60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFK 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (3-39:11-47) 
 
                       10        20        30        40        50   
PAT___         QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFK                                 
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (5-25:139-159) 
 
                                         10        20        30     
PAT___                           QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
           40        50        60        70        80               
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK               
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 42; 17.5% identity (54.0% similar) in 63 aa overlap (18-80:32-92) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
        .: :: :. . .  ..  : . ...  . ::.                            
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.8  bits: 18.0 E():   51 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (14-26:36-48) 
 
                                10        20        30        40    
PAT___                  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
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gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
            50        60        70        80          
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK          
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.8  bits: 18.0 E():   51 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (14-26:36-48) 
 
                                10        20        30        40    
PAT___                  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
            50        60        70        80          
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK          
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (29-40:13-24) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                   ::.: :.: ..:                     
gi|219                 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISE 
                               10        20        30        40     
 
               70        80                                         
PAT___ GLGSTLYTHLLKSMEAQGFK                                         
                                                                    
gi|219 FYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRS 
           50        60        70        80        90       100     
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 47; 31.6% identity (63.2% similar) in 19 aa overlap (1-19:80-98) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : ::.  . . . :. .::            
gi|208 TPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQQ 
      50        60        70        80        90       100          
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|208 SFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQP 
     110       120       130       140       150       160          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (20-38:80-98) 
 
                          10        20        30        40          
PAT___            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
      50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                       
gi|671 STNCATVK                        
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     110                               
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.1  bits: 15.2 E():   55 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (6-13:5-12) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
            :.:.  .:                                                
gi|323  ARTAWVDSGAQLGELSY                                           
                10                                                  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.1  bits: 20.7 E():   55 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (1-18:721-738) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
              700       710       720       730       740       750 
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
              760       770       780       790       800       810 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.9  bits: 20.7 E():   56 
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (1-18:736-753) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..:..  .  :  ::             
gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL 
         710       720       730       740       750       760      
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA 
         770       780       790       800       810       820      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 48; 33.3% identity (52.8% similar) in 36 aa overlap (5-39:273-307) 
 
                                         10        20        30     
PAT___                           QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     .::   :.: :.:  :.:.   :     .: 
gi|601 IAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVSIEDPFA 
            250       260       270        280       290       300  
 
            40        50        60        70        80              
PAT___ -GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK              
          :.:                                                       
gi|601 EDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGTITEAIN 
             310       320       330       340       350       360  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.7  bits: 19.3 E():   58 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (26-46:277-294) 
 
                    10        20        30        40        50      
PAT___      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          60        70        80 
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PAT___ RHQRLGLGSTLYTHLLKSMEAQGFK 
                                 
gi|156 QAGNNLMMIEQYPYVVIM        
           310       320         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.7  bits: 19.3 E():   58 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (26-46:277-294) 
 
                    10        20        30        40        50      
PAT___      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFK 
                                 
gi|275 QAGNNLMMIEQYPYVVIM        
           310       320         
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.6  bits: 17.7 E():   59 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (28-48:12-32) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                  ::..:.:.:  . .  .  ::             
gi|227                 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGN 
                               10        20        30        40     
 
               70        80                                         
PAT___ GLGSTLYTHLLKSMEAQGFK                                         
                                                                    
gi|227 GQKVACCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIP 
           50        60        70        80        90       100     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (40-47:234-241) 
 
      10        20        30        40        50        60          
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
      70        80                                                  
PAT___ LLKSMEAQGFK                                                  
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (31-64:250-290) 
 
               10        20        30        40        50           
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             60        70        80                                 
PAT___ ------RLGLGSTLYTHLLKSMEAQGFK                                 
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.3  bits: 19.5 E():   61 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1297



 

 

Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (31-64:250-290) 
 
               10        20        30        40        50           
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             60        70        80                                 
PAT___ ------RLGLGSTLYTHLLKSMEAQGFK                                 
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (10-26:36-52) 
 
                                    10        20        30          
PAT___                      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
      40        50        60        70        80                    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                    
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.0  bits: 15.6 E():   63 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (22-44:9-26) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                            ::.: :.      : ::. ..:.                 
gi|320              YTTEGGTKAEAEDVIP----EG-WKVDTSYE                 
                            10             20                       
 
               70        80 
PAT___ GLGSTLYTHLLKSMEAQGFK 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (50-68:138-156) 
 
      20        30        40        50        60        70          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
      80                                                       
PAT___ K                                                       
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.1 E():   70 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (11-20:69-78) 
 
                                   10        20        30        40 
PAT___                     QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
               50        60        70        80                     
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                     
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gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (7-53:82-128) 
 
                                       10        20        30       
PAT___                         QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
         40        50        60        70        80                 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                 
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen Api  (24 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 15.3 E():   71 
Smith-Waterman score: 29; 66.7% identity (83.3% similar) in 6 aa overlap (5-10:16-21) 
 
                          10        20        30        40          
PAT___            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                      ::: .:                                        
gi|323 IYARVLWVGNTTQKLEWIRSLHDY                                     
               10        20                                         
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   74 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (21-44:46-69) 
 
                         10        20        30        40        50 
PAT___           QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
               60        70        80                               
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                               
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:97-114) 
 
                                      10        20        30        
PAT___                        QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
        40        50        60        70        80                  
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                  
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (10-26:58-74) 
 
                                    10        20        30          
PAT___                      QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
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      40        50        60        70        80                    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                    
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (7-27:136-156) 
 
                                       10        20        30       
PAT___                         QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
         40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                                    
gi|292 LSDDDRCQGSRD                                 
         170                                        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 18.0 E():   78 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (7-27:138-158) 
 
                                       10        20        30       
PAT___                         QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
         40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                                    
gi|292 LSDDDRCQGSRD                                 
       170                                          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (7-27:139-159) 
 
                                       10        20        30       
PAT___                         QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
         40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                                    
gi|312 LSDDDRCQGSRD                                 
      170       180                                 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (9-34:137-162) 
 
                                     10        20        30         
PAT___                       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
       40        50        60        70        80                   
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                   
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
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>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (29-40:13-24) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                   ::.: :.: ..:                     
gi|184                 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISE 
                               10        20        30        40     
 
               70        80                                         
PAT___ GLGSTLYTHLLKSMEAQGFK                                         
                                                                    
gi|184 FYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRS 
           50        60        70        80        90       100     
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (29-40:13-24) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                   ::.: :.: ..:                     
gi|456                 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISE 
                               10        20        30        40     
 
               70        80                                         
PAT___ GLGSTLYTHLLKSMEAQGFK                                         
                                                                    
gi|456 FYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRS 
           50        60        70        80        90       100     
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 47; 28.6% identity (42.9% similar) in 49 aa overlap (1-47:109-157) 
 
                                               10        20         
PAT___                               QTPQE--WIDDLERLQDRYPWLVAEVEGVV 
                                     : :::       .: :::.  .    :: . 
gi|186 PSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRSQRPQDRHQKVHRFREGDL 
       80        90       100       110       120       130         
 
       30        40        50        60        70        80         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 47; 28.6% identity (42.9% similar) in 49 aa overlap (1-47:109-157) 
 
                                               10        20         
PAT___                               QTPQE--WIDDLERLQDRYPWLVAEVEGVV 
                                     : :::       .: :::.  .    :: . 
gi|186 PSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRSQRPQDRHQKVHRFREGDL 
       80        90       100       110       120       130         
 
       30        40        50        60        70        80         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK         
        ..  .  :   :  :  :                                          
gi|186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG 
      140       150       160       170       180       190         
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (18-45:84-109) 
 
                            10        20        30        40        
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
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gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
        50        60        70        80                            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                            
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 25.9% identity (74.1% similar) in 27 aa overlap (4-30:69-93) 
 
                                          10        20        30    
PAT___                            QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...... .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDHVNFKYSYSV--IEGGAVGDTL 
       40        50        60        70        80          90       
 
            40        50        60        70        80              
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK              
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (30-45:182-196) 
 
                10        20        30        40          50        
PAT___  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFK 
                               
gi|217 DLMMIEEYPYVVIL          
      210       220            
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (30-45:182-196) 
 
                10        20        30        40          50        
PAT___  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFK 
                               
gi|217 DLMMIEEYPYVVIL          
      210       220            
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (18-72:100-156) 
 
                            10        20        30          40      
PAT___              QTPQEWIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
           50        60        70        80                         
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                         
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
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     130       140        150       160       170       180         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (25-53:9-37) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                               .:   :. : :  .   .:  :. :.::.        
gi|132                 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSG 
                               10        20        30        40     
 
               70        80                                         
PAT___ GLGSTLYTHLLKSMEAQGFK                                         
                                                                    
gi|132 PLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQ 
           50        60        70        80        90       100     
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.6  bits: 14.7 E():   86 
Smith-Waterman score: 27; 80.0% identity (100.0% similar) in 5 aa overlap (11-15:13-17) 
 
                 10        20        30        40        50         
PAT___   QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                   :.:::                                            
gi|471 AANLENDFDNVNEQLQDALS                                         
               10        20                                         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (54-63:135-144) 
 
            30        40        50        60        70        80    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK    
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (54-63:138-147) 
 
            30        40        50        60        70        80    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK    
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|32363133|sp|P83508.1|AVP2_CAVPO RecName: Full=Major  (15 aa) 
 initn:  25 init1:  25 opt:  25  Z-score: 67.2  bits: 14.2 E():   90 
Smith-Waterman score: 25; 33.3% identity (83.3% similar) in 6 aa overlap (1-6:7-12) 
 
                     10        20        30        40        50     
PAT___       QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
             ..: .:                                                 
gi|323 DSIDYSKVPGNWRTI                                              
               10                                                   
 
>>gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A-III  (282 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:36-52) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : ::: .  : . :...:             
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gi|170 ILALLAIVATTATSAVRVPVPQLQPQNPSQQQPQEQVP-LMQQQQQFPGQQEQFPPQQPY 
          10        20        30        40         50        60     
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|170 PHQQPFPSQQPYPQPQPFPPQLPYPQTQPFPPQQPYPQPQPQYPQPQQPISQQQAQQQQQ 
           70        80        90       100       110       120     
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (8-25:97-114) 
 
                                      10        20        30        
PAT___                        QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
        40        50        60        70        80                  
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK                  
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (56-75:187-206) 
 
          30        40        50        60        70        80      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK      
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (54-80:11-36) 
 
            30        40        50        60        70        80    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK    
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.5 E():   98 
Smith-Waterman score: 48; 33.3% identity (66.7% similar) in 18 aa overlap (1-18:249-266) 
 
                                             10        20        30 
PAT___                               QTPQEWIDDLERLQDRYPWLVAEVEGVVAG 
                                     : :..: .. .  : .::             
gi|217 VQGQQPEQGQQPGQWQQGYYPTSPQQLGQGQQPRQWQQSGQGQQGHYPTSLQQPGQGQQG 
      220       230       240       250       260       270         
 
               40        50        60        70        80           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK           
                                                                    
gi|217 HYLASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQG 
      280       290       300       310       320       330         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.4  bits: 14.9 E():   98 
Smith-Waterman score: 28; 42.9% identity (57.1% similar) in 14 aa overlap (30-43:7-20) 
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               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                    :  .: :  ::: .                  
gi|133                        NDNTFEGEYHAFPDCARNLFKGRQQE            
                                      10        20                  
 
               70        80 
PAT___ GLGSTLYTHLLKSMEAQGFK 
 
>>gi|3121756|sp|P81217.1|ALL22_HORSE RecName: Full=Dande  (19 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.3  bits: 14.4 E():   99 
Smith-Waterman score: 26; 50.0% identity (50.0% similar) in 8 aa overlap (1-8:2-9) 
 
                10        20        30        40        50          
PAT___  QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
        : ::   :                                                    
gi|312 XQDPQSETDYSQLSGEWNT                                          
               10                                                   
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 16.5 E(): 1e 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (18-21:15-18) 
 
               10        20        30        40        50        60 
PAT___ QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                        ::::                                        
gi|453    RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQ 
                  10        20        30        40        50        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:42 2011 done: Wed Jan 19 14:40:42 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 42  - 121 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     2     0:= 
  30     0     2:* 
  32     7     8:==* 
  34    13    22:=====  * 
  36    29    44:==========    * 
  38    39    73:=============           * 
  40    87   102:=============================    * 
  42   128   125:=========================================*= 
  44   109   138:=====================================        * 
  46   134   140:============================================= * 
  48   173   134:============================================*============= 
  50   128   122:========================================*== 
  52    90   108:==============================     * 
  54   116    92:==============================*======== 
  56    80    77:=========================*= 
  58    63    63:====================* 
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  60    43    51:=============== * 
  62    53    41:=============*==== 
  64    42    33:==========*=== 
  66    35    26:========*=== 
  68    23    20:======*= 
  70    13    16:=====* 
  72    13    12:===*= 
  74    10    10:===* 
  76     7     8:==* 
  78     5     6:=* 
  80     6     5:=* 
  82    22     3:*======= 
  84     5     3:*= 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.02170.00317; mu= -0.5111 0.165 
 mean_var=28.9908 7.176, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.238201 
 Kolmogorov-Smirnov  statistic: 0.0695 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   59 24.6    0.59 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 22.7     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.7     3.2 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|1588669|prf||2209273A Zm13                      ( 170)   52 22.0     4.9 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2       5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2       5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.2     5.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.3     6.3 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 18.0     6.8 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8     7.1 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.0     7.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   46 20.2     9.7 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.9      11 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 21.1      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.3      11 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.3      12 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.3      12 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1306



 

 

gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.9      12 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      14 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.2      14 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.0      14 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.0      15 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 20.3      15 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 20.3      15 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 20.3      15 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 20.3      15 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.0      15 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.0      15 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.0      15 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.7      17 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.3      19 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.3      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   53 21.6      20 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.3      20 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.6      23 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.1      23 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.6      23 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.3      28 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.8      28 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.8      28 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.4      28 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.7      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.0      29 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 20.0      29 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.0      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      33 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 18.7      35 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.6      36 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.6      36 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.8      36 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      37 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.4      38 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.6      39 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.6      39 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.3      39 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.4      40 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.6      40 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.9      42 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.6      42 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      45 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      46 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      46 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      48 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      49 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      49 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.5      50 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.5      50 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.5      52 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.7      52 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.7      52 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      53 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 15.2      54 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.0      55 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 19.9      58 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      60 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.6      61 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.9      62 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.2      63 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.4      66 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      66 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.6      68 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 17.9      69 
gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen (  24)   29 15.3      69 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      70 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.2      71 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      71 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.4      73 
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gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      74 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      74 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.9      75 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      76 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   40 17.9      76 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.6      78 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      79 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      80 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   43 18.6      85 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   43 18.6      85 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.6      85 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   43 18.6      85 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   43 18.6      85 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   43 18.6      85 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.7      85 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.3      86 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      88 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   48 19.7      92 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      94 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.6      94 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.3      95 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.2      95 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      95 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      95 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      95 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      95 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      95 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      95 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      95 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      95 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      95 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.0      95 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.6      96 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.2      97 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   28 14.9      97 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.7      98 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   32 15.9      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 106.6  bits: 24.6 E(): 0.59 
Smith-Waterman score: 59; 37.0% identity (59.3% similar) in 27 aa overlap (51-77:16-42) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..::::    
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (4-30:83-110) 
 
                                          10         20        30   
PAT___                            TPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                        
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD         
            120       130       140       150           
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.4  bits: 21.7 E():  3.2 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (31-44:53-66) 
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               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
                            
gi|323 RTNAAVTVR            
             90             
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (28-44:74-90) 
 
                  10        20        30        40        50        
PAT___    TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
        60        70        80                                      
PAT___ RLGLGSTLYTHLLKSMEAQGFKS                                      
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.1  bits: 22.0 E():  4.9 
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (1-35:109-143) 
 
                                             10        20        30 
PAT___                               TPQEWIDDLERLQDRYPWLVAEVEGVVAGI 
                                     .:..  :... :.::   :...  :.  .. 
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL 
       80        90       100       110       120       130         
 
               40        50        60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
         :.:                                              
gi|158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ                   
      140       150       160       170                   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (28-44:91-107) 
 
                  10        20        30        40        50        
PAT___    TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ RLGLGSTLYTHLLKSMEAQGFKS                                      
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (28-44:91-107) 
 
                  10        20        30        40        50        
PAT___    TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
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        60        70        80                                      
PAT___ RLGLGSTLYTHLLKSMEAQGFKS                                      
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 89.1  bits: 21.2 E():  5.6 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (9-37:32-61) 
 
                                     10        20         30        
PAT___                       TPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
        40        50        60        70        80          
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS          
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.1  bits: 22.3 E():  6.3 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (7-30:41-64) 
 
                                       10        20        30       
PAT___                         TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
         40        50        60        70        80                 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                 
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 87.5  bits: 18.0 E():  6.8 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:1-14) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                               ::. .: :.. : :                       
gi|323                         GVLFNIQYVNYWFAP                      
                                       10                           
 
               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.2  bits: 21.8 E():  7.1 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (45-61:32-48) 
 
           20        30        40        50        60        70     
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
           80                                                       
PAT___ AQGFKS                                                       
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
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                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 84.8  bits: 20.2 E():  9.7 
Smith-Waterman score: 46; 31.2% identity (62.5% similar) in 16 aa overlap (2-17:9-24) 
 
                      10        20        30        40        50    
PAT___        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
               :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 84.1  bits: 20.9 E():   11 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (10-53:16-55) 
 
                     10        20        30        40        50     
PAT___       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
           60        70        80                                   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKS                                   
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.5  bits: 21.1 E():   11 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (4-27:47-70) 
 
                                          10        20        30    
PAT___                            TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
            40        50        60        70        80              
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS              
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.5  bits: 19.9 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (49-61:63-75) 
 
       20        30        40        50        60        70         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
       80   
PAT___ KS   
            
gi|387 TIPR 
            
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
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 initn:  42 init1:  42 opt:  55  Z-score: 83.4  bits: 22.3 E():   11 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (17-44:115-140) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
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>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.9 E():   12 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (9-37:162-190) 
 
                                     10        20        30         
PAT___                       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
       40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                  
gi|223 VQ                                         
                                                  
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (24-80:105-161) 
 
                      10        20        30        40        50    
PAT___        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
            60         70        80                  
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKS                  
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.8  bits: 22.2 E():   14 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (9-61:217-268) 
 
                                     10        20        30         
PAT___                       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
       40        50        60        70        80                   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                   
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (29-67:12-50) 
 
               10        20        30        40        50           
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRL 
                                   :.  :.:  : .  ::  .:  .. . :  :  
gi|947                  MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFART 
                                10        20        30        40    
 
      60        70        80                                        
PAT___ GLGSTLYTHLLKSMEAQGFKS                                        
         :::  :                                                     
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gi|947 D-GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHG 
             50        60        70        80        90       100   
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 81.6  bits: 21.0 E():   15 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (11-56:90-147) 
 
                                   10        20          30         
PAT___                     TPQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
       40                  50        60        70        80         
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS         
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (3-29:68-92) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (3-31:69-95) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (3-31:69-95) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (3-31:69-95) 
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                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (8-69:87-147) 
 
                                      10        20          30      
PAT___                        TPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
          40        50          60        70        80              
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKS              
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (8-69:87-147) 
 
                                      10        20          30      
PAT___                        TPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
          40        50          60        70        80              
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKS              
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (8-69:87-147) 
 
                                      10        20          30      
PAT___                        TPQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
          40        50          60        70        80              
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKS              
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 20.7 E():   17 
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Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (24-67:67-110) 
 
                      10        20        30        40        50    
PAT___        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKS                                  
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 79.5  bits: 17.3 E():   19 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (21-43:9-26) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                           ::.: :.      : ::: ..:.                  
gi|320             YTTEGGTKAEAEDVIP----EG-WKADTSYE                  
                           10             20                        
 
               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 79.5  bits: 17.3 E():   19 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (36-43:19-26) 
 
          10        20        30        40        50        60      
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
          70        80 
PAT___ YTHLLKSMEAQGFKS 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 53; 25.9% identity (56.9% similar) in 58 aa overlap (3-59:161-215) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. . .:.: :       ..: .. ::.:: 
gi|258 ERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY 
              140       150       160       170       180       190 
 
             40        50         60        70        80            
PAT___ AGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKS            
          :.  .. .  :  ... ::  :..:                                 
gi|258 ---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQG 
                 200       210       220       230       240        
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 79.1  bits: 17.3 E():   20 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (7-15:7-15) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (24-67:127-170) 
 
                      10        20        30        40        50    
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PAT___        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            60        70        80                                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKS                                  
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (9-25:32-48) 
 
                                     10        20        30         
PAT___                       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
       40        50        60        70        80           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS           
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (24-67:127-170) 
 
                      10        20        30        40        50    
PAT___        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            60        70        80                                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKS                                  
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.5  bits: 18.3 E():   28 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (7-16:3-12) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             ::.::.  :.                                             
gi|144     MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFID 
                   10        20        30        40        50       
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (13-25:36-48) 
 
                                 10        20        30        40   
PAT___                   TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             50        60        70        80       
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS       
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.5  bits: 18.8 E():   28 
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Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (13-25:36-48) 
 
                                 10        20        30        40   
PAT___                   TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             50        60        70        80       
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS       
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.3  bits: 21.4 E():   28 
Smith-Waterman score: 53; 25.8% identity (54.8% similar) in 62 aa overlap (3-57:411-472) 
 
                                              10        20          
PAT___                             TPQEW--IDDL-ERLQDRYPWLVAE---VEGV 
                                     : :  .: : .. ..: :  . .    ::: 
gi|284 GHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGV 
              390       400       410       420       430       440 
 
          30        40        50        60        70        80      
PAT___ -VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS      
        : ..  .  .   . :: ... .:::..  :                             
gi|284 KVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDK 
              450       460       470       480       490       500 
 
gi|284 AQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPE 
              510       520       530       540       550       560 
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 76.2  bits: 16.7 E():   29 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:6-19) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                  .:: .: :.  :.:                                    
gi|183       ATGKVVQDIMPPLLFVVQGKEKPSS                              
                     10        20                                   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (18-79:147-199) 
 
                            10        20        30        40        
PAT___              TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
        50        60        70        80                            
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                            
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (2-67:133-193) 
 
                                            10        20        30  
PAT___                              TPQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
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              40        50        60        70        80            
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS            
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.5  bits: 19.0 E():   31 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (19-43:13-35) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                         ..: : : ..:      :  : :.:                  
gi|856       MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKG 
                     10        20        30          40        50   
 
               70        80                                         
PAT___ LGSTLYTHLLKSMEAQGFKS                                         
                                                                    
gi|856 LLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEF 
             60        70        80        90       100       110   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 18.7 E():   33 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (53-62:31-40) 
 
             30        40        50        60        70        80   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS   
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (3-29:86-112) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
             40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                        
gi|484 VLACGWVDGEVQE                                    
         120                                            
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 74.5  bits: 15.6 E():   36 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (25-33:1-9) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                               : :.:...:                            
gi|131                         GPVGGVVHAHMMPLL                      
                                       10                           
 
               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (11-77:125-200) 
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                                   10        20        30        40 
PAT___                     TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
               50                 60        70        80            
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKS            
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 74.3  bits: 15.8 E():   36 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (13-19:4-10) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                   .:  ::.                                          
gi|244          IGNEDCTPWMSTLITPLP                                  
                        10                                          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (49-67:174-192) 
 
       20        30        40        50        60        70         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
       80                                                      
PAT___ KS                                                      
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (16-36:80-104) 
 
                              10        20            30        40  
PAT___                TPQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
              50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                               
gi|408 LTSFRKV                                 
     110                                       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (24-48:242-266) 
 
                      10        20        30        40        50    
PAT___        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
            60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKS 
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>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.8  bits: 15.6 E():   39 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:3-10) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                  :: : :.:                          
gi|751                          ADAGYAPAAPGTQPKA                    
                                        10                          
 
               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (11-19:276-284) 
 
                                   10        20        30        40 
PAT___                     TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
               50        60        70        80                     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                     
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.6  bits: 18.4 E():   40 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (21-53:85-117) 
 
                         10        20        30        40        50 
PAT___           TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
               60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
         :                            
gi|128 DCSRVN                         
          120                         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (25-45:259-276) 
 
                     10        20        30        40        50     
PAT___       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
           60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKS 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.9 E():   42 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (2-38:11-47) 
 
                        10        20        30        40        50  
PAT___          TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKS                                
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gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (4-24:139-159) 
 
                                          10        20        30    
PAT___                            TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
            40        50        60        70        80              
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS              
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 42; 17.5% identity (54.0% similar) in 63 aa overlap (17-79:32-92) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
        .: :: :. . .  ..  : . ...  . ::.                            
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (13-25:36-48) 
 
                                 10        20        30        40   
PAT___                   TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
             50        60        70        80         
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS         
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (13-25:36-48) 
 
                                 10        20        30        40   
PAT___                   TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
             50        60        70        80         
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS         
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (28-39:13-24) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                  ::.: :.: ..:                      
gi|219                MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEF 
                              10        20        30        40      
 
               70        80                                         
PAT___ LGSTLYTHLLKSMEAQGFKS                                         
                                                                    
gi|219 YGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSG 
          50        60        70        80        90       100      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 33.3% identity (52.8% similar) in 36 aa overlap (4-38:273-307) 
 
                                          10        20        30    
PAT___                            TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     .::   :.: :.:  :.:.   :     .: 
gi|601 IAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVSIEDPFA 
            250       260       270        280       290       300  
 
             40        50        60        70        80             
PAT___ -GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
          :.:                                                       
gi|601 EDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGTITEAIN 
             310       320       330       340       350       360  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (19-37:80-98) 
 
                           10        20        30        40         
PAT___             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
       50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                        
gi|671 STNCATVK                         
     110                                
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (25-45:277-294) 
 
                     10        20        30        40        50     
PAT___       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKS 
                                  
gi|275 QAGNNLMMIEQYPYVVIM         
           310       320          
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (25-45:277-294) 
 
                     10        20        30        40        50     
PAT___       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
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        250       260       270       280          290       300    
 
           60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKS 
                                  
gi|156 QAGNNLMMIEQYPYVVIM         
           310       320          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (39-46:234-241) 
 
       10        20        30        40        50        60         
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
       70        80                                                 
PAT___ LLKSMEAQGFKS                                                 
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (30-63:250-290) 
 
                10        20        30        40        50          
PAT___  TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              60        70        80                                
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKS                                
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (30-63:250-290) 
 
                10        20        30        40        50          
PAT___  TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              60        70        80                                
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKS                                
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.3  bits: 17.8 E():   53 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (27-47:12-32) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                 ::..:.:.:  . .  .  ::              
gi|227                MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNG 
                              10        20        30        40      
 
               70        80                                         
PAT___ LGSTLYTHLLKSMEAQGFKS                                         
                                                                    
gi|227 QKVACCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
          50        60        70        80        90       100      
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>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.3  bits: 15.2 E():   54 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (5-12:5-12) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
           :.:.  .:                                                 
gi|323 ARTAWVDSGAQLGELSY                                            
               10                                                   
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 18.0 E():   55 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (9-25:36-52) 
 
                                     10        20        30         
PAT___                       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
       40        50        60        70        80                   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                   
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (11-77:125-200) 
 
                                   10        20        30        40 
PAT___                     TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
               50                 60        70        80            
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKS            
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (49-67:138-156) 
 
       20        30        40        50        60        70         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
       80                                                      
PAT___ KS                                                      
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.6 E():   61 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (21-43:9-26) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                           ::.: :.      : ::. ..:.                  
gi|320             YTTEGGTKAEAEDVIP----EG-WKVDTSYE                  
                           10             20                        
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               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (6-52:82-128) 
 
                                        10        20        30      
PAT___                          TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
          40        50        60        70        80                
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (10-19:69-78) 
 
                                    10        20        30          
PAT___                      TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
      40        50        60        70        80                    
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                    
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:97-114) 
 
                                       10        20        30       
PAT___                         TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
         40        50        60        70        80                 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                 
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (20-43:46-69) 
 
                          10        20        30        40          
PAT___            TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
      50        60        70        80                              
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                              
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (8-33:137-162) 
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                                      10        20        30        
PAT___                        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
        40        50        60        70        80                  
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                  
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (9-25:58-74) 
 
                                     10        20        30         
PAT___                       TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
       40        50        60        70        80                   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                   
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen Api  (24 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.3  bits: 15.3 E():   69 
Smith-Waterman score: 29; 66.7% identity (83.3% similar) in 6 aa overlap (4-9:16-21) 
 
                           10        20        30        40         
PAT___             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                      ::: .:                                        
gi|323 IYARVLWVGNTTQKLEWIRSLHDY                                     
               10        20                                         
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (6-26:136-156) 
 
                                        10        20        30      
PAT___                          TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
          40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                     
gi|292 LSDDDRCQGSRD                                  
         170                                         
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.2 E():   71 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (6-26:138-158) 
 
                                        10        20        30      
PAT___                          TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
          40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                     
gi|292 LSDDDRCQGSRD                                  
       170                                           
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>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (6-26:139-159) 
 
                                        10        20        30      
PAT___                          TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
          40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                     
gi|312 LSDDDRCQGSRD                                  
      170       180                                  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (17-44:84-109) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (28-39:13-24) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                  ::.: :.: ..:                      
gi|184                MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEF 
                              10        20        30        40      
 
               70        80                                         
PAT___ LGSTLYTHLLKSMEAQGFKS                                         
                                                                    
gi|184 YGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSG 
          50        60        70        80        90       100      
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (28-39:13-24) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                  ::.: :.: ..:                      
gi|456                MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEF 
                              10        20        30        40      
 
               70        80                                         
PAT___ LGSTLYTHLLKSMEAQGFKS                                         
                                                                    
gi|456 YGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSG 
          50        60        70        80        90       100      
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (17-71:100-156) 
 
                             10        20        30          40     
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
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gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
            50        60        70        80                        
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                        
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (29-44:182-196) 
 
                 10        20        30        40          50       
PAT___   TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
         60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKS 
                                
gi|217 DLMMIEEYPYVVIL           
      210       220             
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (29-44:182-196) 
 
                 10        20        30        40          50       
PAT___   TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
         60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKS 
                                
gi|217 DLMMIEEYPYVVIL           
      210       220             
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 25.9% identity (74.1% similar) in 27 aa overlap (3-29:69-93) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...... .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDHVNFKYSYSV--IEGGAVGDTL 
       40        50        60        70        80          90       
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (24-52:9-37) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                              .:   :. : :  .   .:  :. :.::.         
gi|132                MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGP 
                              10        20        30        40      
 
               70        80                                         
PAT___ LGSTLYTHLLKSMEAQGFKS                                         
                                                                    
gi|132 LQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQV 
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          50        60        70        80        90       100      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (53-62:135-144) 
 
             30        40        50        60        70        80   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS   
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (53-62:138-147) 
 
             30        40        50        60        70        80   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS   
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (3-24:138-159) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (3-24:138-159) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (7-24:97-114) 
 
                                       10        20        30       
PAT___                         TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
         40        50        60        70        80                 
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PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                 
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (3-24:138-159) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (3-24:138-159) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 TAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (3-24:138-159) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.6  bits: 14.7 E():   85 
Smith-Waterman score: 27; 80.0% identity (100.0% similar) in 5 aa overlap (10-14:13-17) 
 
                  10        20        30        40        50        
PAT___    TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                   :.:::                                            
gi|471 AANLENDFDNVNEQLQDALS                                         
               10        20                                         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.3 E():   86 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (55-74:187-206) 
 
           30        40        50        60        70        80     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS     
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
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        160       170       180       190       200       210       
 
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 17.8 E():   88 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (53-79:11-36) 
 
             30        40        50        60        70        80   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS   
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 19.7 E():   92 
Smith-Waterman score: 48; 31.4% identity (56.9% similar) in 51 aa overlap (3-53:504-553) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. .:.:   : :   : ::.: .  ..   
gi|425 ANIDLQKTIKKQALQITELQAHYDEVHRQLQQAVDQLGVTQRRCQALQAELEEMRIALEQ 
           480       490       500       510       520       530    
 
             40        50        60        70        80             
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS             
       :.  : :.: .   :..: :.                                        
gi|425 ANRAK-RQAEQLHEEAVVRVNELTTINVNLASAKSKLESEFSALQADYDEVHKELRISDE 
            540       550       560       570       580       590   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (52-66:118-132) 
 
              30        40        50        60        70        80 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ..: . ..:.:. .:               
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE              
        90       100       110       120       130                 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 16.6 E():   94 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (17-20:15-18) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                       ::::                                         
gi|453   RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQL 
                 10        20        30        40        50         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (8-23:87-102) 
 
                                      10        20        30        
PAT___                        TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
        40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                                   
gi|273 ACKKIFGATTLQHHRRRR                          
        120       130                              
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (54-78:222-246) 
 
            30        40        50        60        70        80    
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS    
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
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gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:67-86) 
 
               30        40        50        60        70        80 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 41; 19.5% identity (56.1% similar) in 41 aa overlap (3-41:94-131) 
 
                                           10        20        30   
PAT___                             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. ....... ...:  .   . .  :    
gi|162 EEEYSIGSSSEESAEVATEEVKITVDDKHYQKALNEINQFYQKFPQYL---QYLYQGPIV 
            70        80        90       100       110          120 
 
               40        50        60        70        80           
PAT___ AGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS           
        .::    :::                                                  
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gi|162 LNPWDQVKRNAVPITPTLNREQLSTSEENSKKTVDMESTEVFTKKTKLTEEEKNRLNFLK 
              130       140       150       160       170       180 
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (10-18:70-78) 
 
                                    10        20        30          
PAT___                      TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
      40        50        60        70        80                    
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                    
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (17-44:114-139) 
 
                             10        20        30        40       
PAT___               TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
         50        60        70        80                           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                           
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.5  bits: 14.9 E():   97 
Smith-Waterman score: 28; 42.9% identity (57.1% similar) in 14 aa overlap (29-42:7-20) 
 
               10        20        30        40        50        60 
PAT___ TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                   :  .: :  ::: .                   
gi|133                       NDNTFEGEYHAFPDCARNLFKGRQQE             
                                     10        20                   
 
               70        80 
PAT___ LGSTLYTHLLKSMEAQGFKS 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.4  bits: 19.7 E():   98 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (19-77:351-416) 
 
                           10        20        30        40         
PAT___             TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
              50        60        70        80                      
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS                      
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 15.9 E():   99 
Smith-Waterman score: 33; 21.6% identity (45.9% similar) in 37 aa overlap (2-36:14-50) 
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                           10          20        30        40       
PAT___             TPQEWIDDLERLQ--DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                    :  :.     :.  . .: .. ..   : .:   : :           
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
         50        60        70        80 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:42 2011 done: Wed Jan 19 14:40:42 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 43  - 122 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     2     0:= 
  30     0     2:* 
  32     7     8:==* 
  34    13    22:=====  * 
  36    28    44:==========    * 
  38    41    73:==============          * 
  40    93   102:===============================  * 
  42   128   125:=========================================*= 
  44   103   138:===================================          * 
  46   136   140:==============================================* 
  48   169   134:============================================*============ 
  50   134   122:========================================*==== 
  52    93   108:===============================    * 
  54   116    92:==============================*======== 
  56    77    77:=========================* 
  58    60    63:====================* 
  60    42    51:==============  * 
  62    53    41:=============*==== 
  64    41    33:==========*=== 
  66    34    26:========*=== 
  68    25    20:======*== 
  70    12    16:==== * 
  72    12    12:===* 
  74    10    10:===* 
  76     7     8:==* 
  78     7     6:=*= 
  80     5     5:=* 
  82    22     3:*======= 
  84     5     3:*= 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
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 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.01000.00315; mu= -0.4363 0.164 
 mean_var=29.0097 7.153, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.238124 
 Kolmogorov-Smirnov  statistic: 0.0675 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   59 24.6    0.59 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 22.7     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.7     3.2 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2       5 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2       5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.2     5.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.3     6.4 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 18.0     6.9 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8     7.2 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.0     7.3 
gi|1588669|prf||2209273A Zm13                      ( 170)   50 21.3     7.9 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   46 20.2     9.7 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.9      11 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 21.1      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.3      12 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.3      12 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.9      12 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      14 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.2      14 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.0      14 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.0      15 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 20.3      15 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 20.3      15 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 20.3      15 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 20.3      15 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.0      15 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.0      15 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.0      15 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.7      17 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.3      19 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.3      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   53 21.6      20 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.3      20 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   45 19.6      22 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.6      23 
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gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.1      23 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.6      24 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.3      28 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.8      28 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.8      28 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.4      28 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.6      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.0      29 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   47 20.0      29 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.0      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 18.7      35 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.6      36 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.6      36 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.8      37 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      37 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.4      39 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.6      39 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.3      39 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.5      39 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.4      40 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.6      41 
gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=C ( 171)   43 18.9      42 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.6      42 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      46 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      46 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      48 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      49 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      49 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.5      50 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.5      50 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.5      52 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.7      53 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.7      53 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      54 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 15.2      54 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.0      55 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 19.9      58 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      60 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.9      62 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.6      62 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.2      63 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.4      66 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      67 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.6      68 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 17.9      69 
gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen (  24)   29 15.3      70 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      70 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.2      71 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      72 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   43 18.6      72 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.4      73 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      75 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      75 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.9      75 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      76 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   40 17.9      77 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.6      79 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      79 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.3      80 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   43 18.6      85 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   43 18.6      85 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   43 18.6      85 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   43 18.6      85 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.6      85 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   43 18.6      85 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.7      86 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.3      87 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      88 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   48 19.7      92 
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gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      94 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.6      94 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.2      95 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.3      95 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      96 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      96 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      96 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      96 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      96 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      96 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      96 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      96 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      96 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.0      96 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.5      96 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.2      97 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   28 14.9      98 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.7      98 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   32 15.9      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 106.6  bits: 24.6 E(): 0.59 
Smith-Waterman score: 59; 37.0% identity (59.3% similar) in 27 aa overlap (50-76:16-42) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..::::    
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 95.0  bits: 22.7 E():  2.6 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (3-29:83-110) 
 
                                           10         20        30  
PAT___                             PQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                         
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD          
            120       130       140       150            
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.3  bits: 21.7 E():  3.2 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (30-43:53-66) 
 
                10        20        30        40        50          
PAT___  PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
      60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSV 
                             
gi|323 RTNAAVTVR             
             90              
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.8  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (27-43:74-90) 
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                   10        20        30        40        50       
PAT___     PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
         60        70        80                                     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSV                                     
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (27-43:91-107) 
 
                   10        20        30        40        50       
PAT___     PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSV                                     
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (27-43:91-107) 
 
                   10        20        30        40        50       
PAT___     PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSV                                     
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 89.0  bits: 21.2 E():  5.6 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (8-36:32-61) 
 
                                      10        20         30       
PAT___                        PQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
         40        50        60        70        80         
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV         
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.0  bits: 22.3 E():  6.4 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (6-29:41-64) 
 
                                        10        20        30      
PAT___                          PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
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          40        50        60        70        80                
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 87.4  bits: 18.0 E():  6.9 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:1-14) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                              ::. .: :.. : :                        
gi|323                        GVLFNIQYVNYWFAP                       
                                      10                            
 
               70        80 
PAT___ GSTLYTHLLKSMEAQGFKSV 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 21.8 E():  7.2 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (44-60:32-48) 
 
            20        30        40        50        60        70    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
            80                                                      
PAT___ AQGFKSV                                                      
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.3  bits: 21.3 E():  7.9 
Smith-Waterman score: 50; 26.5% identity (64.7% similar) in 34 aa overlap (1-34:110-143) 
 
                                             10        20        30 
PAT___                               PQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
                                     :..  :... :.::   :...  :.  ..  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLR 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
        :.:                                               
gi|158 PANPLGYFKDVPLPVCAALLKQLDSDDDDDQ                    
     140       150       160       170                    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 84.7  bits: 20.2 E():  9.7 
Smith-Waterman score: 46; 31.2% identity (62.5% similar) in 16 aa overlap (1-16:9-24) 
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                       10        20        30        40        50   
PAT___         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
               :..:..  .  :  ::                                     
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 84.0  bits: 20.9 E():   11 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (9-52:16-55) 
 
                      10        20        30        40        50    
PAT___        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
            60        70        80                                  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSV                                  
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.5  bits: 21.1 E():   11 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (3-26:47-70) 
 
                                           10        20        30   
PAT___                             PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
             40        50        60        70        80             
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV             
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.4  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (48-60:63-75) 
 
        20        30        40        50        60        70        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
        80  
PAT___ KSV  
            
gi|387 TIPR 
            
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (16-43:115-140) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.9 E():   12 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (8-36:162-190) 
 
                                      10        20        30        
PAT___                        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
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                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
        40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                   
gi|223 VQ                                          
                                                   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (23-79:105-161) 
 
                       10        20        30        40        50   
PAT___         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
             60         70        80                 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSV                 
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.8  bits: 22.2 E():   14 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (8-60:217-268) 
 
                                      10        20        30        
PAT___                        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
        40        50        60        70        80                  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                  
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (28-66:12-50) 
 
               10        20        30        40        50           
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLG 
                                  :.  :.:  : .  ::  .:  .. . :  :   
gi|947                 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD 
                               10        20        30        40     
 
      60        70        80                                        
PAT___ LGSTLYTHLLKSMEAQGFKSV                                        
        :::  :                                                      
gi|947 -GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGY 
            50        60        70        80        90       100    
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 81.6  bits: 21.0 E():   15 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (10-55:90-147) 
 
                                    10        20          30        
PAT___                      PQEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
        40                  50        60        70        80        
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV        
       ..:          : :.. : .  .: :                                 
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gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (2-28:68-92) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (2-30:69-95) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (2-30:69-95) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (2-30:69-95) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (7-68:87-147) 
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                                       10        20          30     
PAT___                         PQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
           40        50          60        70        80             
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSV             
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (7-68:87-147) 
 
                                       10        20          30     
PAT___                         PQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
           40        50          60        70        80             
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSV             
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (7-68:87-147) 
 
                                       10        20          30     
PAT___                         PQEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
           40        50          60        70        80             
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSV             
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 20.7 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (23-66:67-110) 
 
                       10        20        30        40        50   
PAT___         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSV                                 
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 79.4  bits: 17.3 E():   19 
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Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (20-42:9-26) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                          ::.: :.      : ::: ..:.                   
gi|320            YTTEGGTKAEAEDVIP----EG-WKADTSYE                   
                          10             20                         
 
               70        80 
PAT___ GSTLYTHLLKSMEAQGFKSV 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 79.4  bits: 17.3 E():   19 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (35-42:19-26) 
 
           10        20        30        40        50        60     
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
           70        80 
PAT___ YTHLLKSMEAQGFKSV 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 53; 25.9% identity (56.9% similar) in 58 aa overlap (2-58:161-215) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. . .:.: :       ..: .. ::.:: 
gi|258 ERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY 
              140       150       160       170       180       190 
 
              40        50         60        70        80           
PAT___ AGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSV           
          :.  .. .  :  ... ::  :..:                                 
gi|258 ---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQG 
                 200       210       220       230       240        
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 79.0  bits: 17.3 E():   20 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (6-14:7-15) 
 
                10        20        30        40        50          
PAT___  PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 45; 16.9% identity (53.8% similar) in 65 aa overlap (16-80:32-94) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
        .: :: :. . .  ..  : . ...  . ::. .                          
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.6 E():   23 
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Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (23-66:127-170) 
 
                       10        20        30        40        50   
PAT___         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             60        70        80                                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSV                                 
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (8-24:32-48) 
 
                                      10        20        30        
PAT___                        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
        40        50        60        70        80          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV          
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.6 E():   24 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (23-66:127-170) 
 
                       10        20        30        40        50   
PAT___         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             60        70        80                                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSV                                 
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.5  bits: 18.3 E():   28 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (6-15:3-12) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
            ::.::.  :.                                              
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (12-24:36-48) 
 
                                  10        20        30        40  
PAT___                    PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              50        60        70        80      
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV      
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (12-24:36-48) 
 
                                  10        20        30        40  
PAT___                    PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              50        60        70        80      
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV      
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.3  bits: 21.4 E():   28 
Smith-Waterman score: 53; 25.8% identity (54.8% similar) in 62 aa overlap (2-56:411-472) 
 
                                               10        20         
PAT___                              PQEW--IDDL-ERLQDRYPWLVAE---VEGV 
                                     : :  .: : .. ..: :  . .    ::: 
gi|284 GHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGV 
              390       400       410       420       430       440 
 
           30        40        50        60        70        80     
PAT___ -VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV     
        : ..  .  .   . :: ... .:::..  :                             
gi|284 KVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDK 
              450       460       470       480       490       500 
 
gi|284 AQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPE 
              510       520       530       540       550       560 
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 76.2  bits: 16.6 E():   29 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:6-19) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                 .:: .: :.  :.:                                     
gi|183      ATGKVVQDIMPPLLFVVQGKEKPSS                               
                    10        20                                    
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (17-78:147-199) 
 
                             10        20        30        40       
PAT___               PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
         50        60        70        80                           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                           
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 47; 24.2% identity (53.0% similar) in 66 aa overlap (1-66:133-193) 
 
                                             10        20        30 
PAT___                               PQEWIDDLERLQDRYPWLVAEVEGVVAGIA 
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                                     : ..   .:.  :.  :   ::.    :   
gi|892 CQMNHDRCRNTVKFKYAGQNLAELGRSGGPPPDYRKLIEKAVDK--WY-EEVKDCNQGYI 
            110       120       130       140          150          
 
               40        50        60        70        80           
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV           
        . : . :.      . ::.:..:. ..: ... ::                         
gi|892 DSYPMNYRGPA--IGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMACNYATTNMMEFPI 
     160       170         180       190       200       210        
 
gi|892 YKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       220       230       240       250          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.5  bits: 19.0 E():   31 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (18-42:13-35) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                        ..: : : ..:      :  : :.:                   
gi|856      MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGL 
                    10        20        30          40        50    
 
               70        80                                         
PAT___ GSTLYTHLLKSMEAQGFKSV                                         
                                                                    
gi|856 LHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFA 
            60        70        80        90       100       110    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (52-61:31-40) 
 
              30        40        50        60        70        80  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV  
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (2-28:86-112) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
              40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                         
gi|484 VLACGWVDGEVQE                                     
         120                                             
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 74.4  bits: 15.6 E():   36 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (24-32:1-9) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                              : :.:...:                             
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
               70        80 
PAT___ GSTLYTHLLKSMEAQGFKSV 
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>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (10-76:125-200) 
 
                                    10        20        30          
PAT___                      PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
      40        50                 60        70        80           
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSV           
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 74.3  bits: 15.8 E():   37 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (12-18:4-10) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                  .:  ::.                                           
gi|244         IGNEDCTPWMSTLITPLP                                   
                       10                                           
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (48-66:174-192) 
 
        20        30        40        50        60        70        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
        80                                                     
PAT___ KSV                                                     
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (15-35:80-104) 
 
                               10        20            30        40 
PAT___                 PQEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
               50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                
gi|408 LTSFRKV                                  
     110                                        
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (23-47:242-266) 
 
                       10        20        30        40        50   
PAT___         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
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             60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSV 
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (10-18:276-284) 
 
                                    10        20        30          
PAT___                      PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
      40        50        60        70        80                    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                    
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.7  bits: 15.5 E():   39 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:3-10) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                 :: : :.:                           
gi|751                         ADAGYAPAAPGTQPKA                     
                                       10                           
 
               70        80 
PAT___ GSTLYTHLLKSMEAQGFKSV 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 18.4 E():   40 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (20-52:85-117) 
 
                          10        20        30        40          
PAT___            PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
      50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
         :                             
gi|128 DCSRVN                          
          120                          
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (24-44:259-276) 
 
                      10        20        30        40        50    
PAT___        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
            60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSV 
 
>>gi|14423648|sp|Q9M7R0.1|ALL8_OLEEU RecName: Full=Calci  (171 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.9 E():   42 
Smith-Waterman score: 43; 24.3% identity (62.2% similar) in 37 aa overlap (1-37:11-47) 
 
                         10        20        30        40        50 
PAT___           PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                 :. .... ...:  .  . :. .: ..:   ::  ::              
gi|144 MAANTDRNSKPSVYLQEPNEVQGVFNRFDANGDGKISGDELAGVLKALGSNTSKEEIGRI 
               10        20        30        40        50        60 
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               60        70        80                               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                               
                                                                    
gi|144 MEEIDTDKDGFINVQEFAAFVKAETDPYPSSGGENELKEAFELYDQDHNGLISSVELHKI 
               70        80        90       100       110       120 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (3-23:139-159) 
 
                                           10        20        30   
PAT___                             PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
             40        50        60        70        80             
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV             
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (12-24:36-48) 
 
                                  10        20        30        40  
PAT___                    PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              50        60        70        80        
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV        
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (12-24:36-48) 
 
                                  10        20        30        40  
PAT___                    PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              50        60        70        80        
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV        
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (27-38:13-24) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                 ::.: :.: ..:                       
gi|219               MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFY 
                             10        20        30        40       
 
               70        80                                         
PAT___ GSTLYTHLLKSMEAQGFKSV                                         
                                                                    
gi|219 GRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGL 
         50        60        70        80        90       100       
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
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 initn:  37 init1:  37 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 33.3% identity (52.8% similar) in 36 aa overlap (3-37:273-307) 
 
                                           10        20        30   
PAT___                             PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     .::   :.: :.:  :.:.   :     .: 
gi|601 IAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVSIEDPFA 
            250       260       270        280       290       300  
 
              40        50        60        70        80            
PAT___ -GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
          :.:                                                       
gi|601 EDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGTITEAIN 
             310       320       330       340       350       360  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (18-36:80-98) 
 
                            10        20        30        40        
PAT___              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                         
gi|671 STNCATVK                          
     110                                 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (24-44:277-294) 
 
                      10        20        30        40        50    
PAT___        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                   
gi|275 QAGNNLMMIEQYPYVVIM          
           310       320           
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (24-44:277-294) 
 
                      10        20        30        40        50    
PAT___        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                   
gi|156 QAGNNLMMIEQYPYVVIM          
           310       320           
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (38-45:234-241) 
 
        10        20        30        40        50        60        
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
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           210       220       230       240       250       260    
 
        70        80                                                
PAT___ LLKSMEAQGFKSV                                                
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (29-62:250-290) 
 
                 10        20        30        40        50         
PAT___   PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               60        70        80                               
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSV                               
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (29-62:250-290) 
 
                 10        20        30        40        50         
PAT___   PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               60        70        80                               
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSV                               
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.3  bits: 17.8 E():   54 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (26-46:12-32) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                ::..:.:.:  . .  .  ::               
gi|227               MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQ 
                             10        20        30        40       
 
               70        80                                        
PAT___ GSTLYTHLLKSMEAQGFKSV                                        
                                                                   
gi|227 KVACCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
         50        60        70        80        90       100      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.2  bits: 15.2 E():   54 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (4-11:5-12) 
 
                10        20        30        40        50          
PAT___  PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
           :.:.  .:                                                 
gi|323 ARTAWVDSGAQLGELSY                                            
               10                                                   
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   55 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (8-24:36-52) 
 
                                      10        20        30        
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PAT___                        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
        40        50        60        70        80                  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                  
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (10-76:125-200) 
 
                                    10        20        30          
PAT___                      PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
      40        50                 60        70        80           
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSV           
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (48-66:138-156) 
 
        20        30        40        50        60        70        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
        80                                                     
PAT___ KSV                                                     
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (5-51:82-128) 
 
                                         10        20        30     
PAT___                           PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
           40        50        60        70        80               
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV               
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.6 E():   62 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (20-42:9-26) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                          ::.: :.      : ::. ..:.                   
gi|320            YTTEGGTKAEAEDVIP----EG-WKVDTSYE                   
                          10             20                         
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               70        80 
PAT___ GSTLYTHLLKSMEAQGFKSV 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (9-18:69-78) 
 
                                     10        20        30         
PAT___                       PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
       40        50        60        70        80                   
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                   
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:97-114) 
 
                                        10        20        30      
PAT___                          PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
          40        50        60        70        80                
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.2 E():   67 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (19-42:46-69) 
 
                           10        20        30        40         
PAT___             PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
       50        60        70        80                             
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                             
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.6 E():   68 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (7-32:137-162) 
 
                                       10        20        30       
PAT___                         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
         40        50        60        70        80                 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                 
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (8-24:58-74) 
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                                      10        20        30        
PAT___                        PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
        40        50        60        70        80                  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                  
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen Api  (24 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.2  bits: 15.3 E():   70 
Smith-Waterman score: 29; 66.7% identity (83.3% similar) in 6 aa overlap (3-8:16-21) 
 
                            10        20        30        40        
PAT___              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                      ::: .:                                        
gi|323 IYARVLWVGNTTQKLEWIRSLHDY                                     
               10        20                                         
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (5-25:136-156) 
 
                                         10        20        30     
PAT___                           PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
           40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                      
gi|292 LSDDDRCQGSRD                                   
         170                                          
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (5-25:138-158) 
 
                                         10        20        30     
PAT___                           PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
           40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                      
gi|292 LSDDDRCQGSRD                                   
       170                                            
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 18.2 E():   72 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (5-25:139-159) 
 
                                         10        20        30     
PAT___                           PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
           40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                      
gi|312 LSDDDRCQGSRD                                   
      170       180                                   
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>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 18.6 E():   72 
Smith-Waterman score: 43; 25.9% identity (53.4% similar) in 58 aa overlap (25-80:69-125) 
 
                     10        20        30        40        50     
PAT___       PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
             60        70        80                                 
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSV                                 
       ..:  .: .: .  . .    :::.: .                                 
gi|111 ERRSLMGESSEFVGEKVAYALAQGLKVIACVGETLEQREAGSTMAVVAEQTKAIADKIKD 
       100       110       120       130       140       150        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (16-43:84-109) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (27-38:13-24) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                 ::.: :.: ..:                       
gi|184               MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFY 
                             10        20        30        40       
 
               70        80                                         
PAT___ GSTLYTHLLKSMEAQGFKSV                                         
                                                                    
gi|184 GRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGL 
         50        60        70        80        90       100       
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (27-38:13-24) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                 ::.: :.: ..:                       
gi|456               MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFY 
                             10        20        30        40       
 
               70        80                                         
PAT___ GSTLYTHLLKSMEAQGFKSV                                         
                                                                    
gi|456 GRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGL 
         50        60        70        80        90       100       
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (16-70:100-156) 
 
                              10        20          30        40    
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
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gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
             50        60        70        80                       
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                       
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (28-43:182-196) 
 
                  10        20        30        40          50      
PAT___    PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
          60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSV 
                                 
gi|217 DLMMIEEYPYVVIL            
      210       220              
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (28-43:182-196) 
 
                  10        20        30        40          50      
PAT___    PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
          60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSV 
                                 
gi|217 DLMMIEEYPYVVIL            
      210       220              
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 25.9% identity (74.1% similar) in 27 aa overlap (2-28:69-93) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...... .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDHVNFKYSYSV--IEGGAVGDTL 
       40        50        60        70        80          90       
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (23-51:9-37) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                             .:   :. : :  .   .:  :. :.::.          
gi|132               MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPL 
                             10        20        30        40       
 
               70        80                                         
PAT___ GSTLYTHLLKSMEAQGFKSV                                         
                                                                    
gi|132 QPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVV 
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         50        60        70        80        90       100       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (52-61:135-144) 
 
              30        40        50        60        70        80  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV  
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (52-61:138-147) 
 
              30        40        50        60        70        80  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV  
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (2-23:138-159) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (2-23:138-159) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (2-23:138-159) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
              40        50        60        70        80            
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PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (2-23:138-159) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 TAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:97-114) 
 
                                        10        20        30      
PAT___                          PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
          40        50        60        70        80                
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (2-23:138-159) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.5  bits: 14.7 E():   86 
Smith-Waterman score: 27; 80.0% identity (100.0% similar) in 5 aa overlap (9-13:13-17) 
 
                   10        20        30        40        50       
PAT___     PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                   :.:::                                            
gi|471 AANLENDFDNVNEQLQDALS                                         
               10        20                                         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (54-73:187-206) 
 
            30        40        50        60        70        80    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV    
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1366



 

 

        160       170       180       190       200       210       
 
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (52-78:11-36) 
 
              30        40        50        60        70        80  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV  
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 19.7 E():   92 
Smith-Waterman score: 48; 31.4% identity (56.9% similar) in 51 aa overlap (2-52:504-553) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. .:.:   : :   : ::.: .  ..   
gi|425 ANIDLQKTIKKQALQITELQAHYDEVHRQLQQAVDQLGVTQRRCQALQAELEEMRIALEQ 
           480       490       500       510       520       530    
 
              40        50        60        70        80            
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV            
       :.  : :.: .   :..: :.                                        
gi|425 ANRAK-RQAEQLHEEAVVRVNELTTINVNLASAKSKLESEFSALQADYDEVHKELRISDE 
            540       550       560       570       580       590   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (51-65:118-132) 
 
               30        40        50        60        70        80 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 16.6 E():   94 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (16-19:15-18) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                      ::::                                          
gi|453  RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQ 
                10        20        30        40        50          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (53-77:222-246) 
 
             30        40        50        60        70        80   
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV   
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (7-22:87-102) 
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                                       10        20        30       
PAT___                         PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
         40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                                    
gi|273 ACKKIFGATTLQHHRRRR                           
        120       130                               
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1368



 

 

PAT___ V                                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   96 
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Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 41; 19.5% identity (56.1% similar) in 41 aa overlap (2-40:94-131) 
 
                                            10        20        30  
PAT___                              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. ....... ...:  .   . .  :    
gi|162 EEEYSIGSSSEESAEVATEEVKITVDDKHYQKALNEINQFYQKFPQYL---QYLYQGPIV 
            70        80        90       100       110          120 
 
                40        50        60        70        80          
PAT___ AGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV          
        .::    :::                                                  
gi|162 LNPWDQVKRNAVPITPTLNREQLSTSEENSKKTVDMESTEVFTKKTKLTEEEKNRLNFLK 
              130       140       150       160       170       180 
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (9-17:70-78) 
 
                                     10        20        30         
PAT___                       PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
       40        50        60        70        80                   
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                   
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (16-43:114-139) 
 
                              10        20        30        40      
PAT___                PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
          50        60        70        80                          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                          
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.4  bits: 14.9 E():   98 
Smith-Waterman score: 28; 42.9% identity (57.1% similar) in 14 aa overlap (28-41:7-20) 
 
               10        20        30        40        50        60 
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                  :  .: :  ::: .                    
gi|133                      NDNTFEGEYHAFPDCARNLFKGRQQE              
                                    10        20                    
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               70        80 
PAT___ GSTLYTHLLKSMEAQGFKSV 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.4  bits: 19.7 E():   98 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (18-76:351-416) 
 
                            10        20        30        40        
PAT___              PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
               50        60        70        80                     
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV                     
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.3  bits: 15.9 E():   99 
Smith-Waterman score: 33; 21.6% identity (45.9% similar) in 37 aa overlap (1-35:14-50) 
 
                            10          20        30        40      
PAT___              PQEWIDDLERLQ--DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                    :  :.     :.  . .: .. ..   : .:   : :           
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
          50        60        70        80 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:42 2011 done: Wed Jan 19 14:40:43 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 44  - 123 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30     1     2:* 
  32     5     8:==* 
  34    16    22:====== * 
  36    34    44:============  * 
  38    46    73:================        * 
  40    96   102:================================ * 
  42   126   125:=========================================* 
  44   108   138:====================================         * 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1371



 

 

  46   130   140:============================================  * 
  48   167   134:============================================*=========== 
  50   128   122:========================================*== 
  52    95   108:================================   * 
  54   120    92:==============================*========= 
  56    65    77:======================   * 
  58    65    63:====================*= 
  60    46    51:================* 
  62    46    41:=============*== 
  64    34    33:==========*= 
  66    39    26:========*==== 
  68    31    20:======*==== 
  70    11    16:==== * 
  72    13    12:===*= 
  74    12    10:===* 
  76     6     8:==* 
  78     4     6:=* 
  80    10     5:=*== 
  82    17     3:*===== 
  84     4     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.54640.00311; mu= 2.0208 0.162 
 mean_var=30.2735 7.660, 0's: 2 Z-trim: 2  B-trim: 58 in 1/43 
 Lambda= 0.233100 
 Kolmogorov-Smirnov  statistic: 0.0587 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   59 24.3    0.73 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 22.5       3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4       4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.1       5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.1     5.6 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.1     5.6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.0     6.6 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.2     6.8 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.0     7.3 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.7     7.8 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.4      10 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.3      11 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.3      12 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.3      12 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.3      12 
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gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.3      12 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.8      12 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 21.0      12 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.7      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.3      14 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.0      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.4      15 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 20.9      15 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 20.9      16 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 20.9      16 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 20.9      16 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   47 20.1      16 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   47 20.1      16 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   47 20.1      16 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   47 20.1      16 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.6      18 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   53 21.6      19 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   46 19.8      20 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.5      24 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.5      24 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.9      26 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.9      26 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.9      27 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.5      27 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 16.9      27 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 19.4      28 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 19.9      31 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.6      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.6      32 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.1      33 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.8      35 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.7      35 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.6      38 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.4      38 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.2      39 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   42 18.5      39 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.6      40 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.6      42 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   47 19.8      42 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   47 19.8      42 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.6      43 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.3      44 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      46 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      48 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.5      51 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.5      51 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.1      51 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      51 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.8      52 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.8      52 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.9      52 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.9      52 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.5      52 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      54 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.1      55 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      55 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.0      55 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      61 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 17.9      61 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      63 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 18.9      63 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.7      66 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.1      68 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.4      70 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.4      71 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.1      71 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   40 17.8      74 
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gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   43 18.6      74 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.1      74 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 14.7      75 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 17.8      75 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.1      76 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.9      76 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.1      76 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.6      76 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.3      79 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.3      79 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      80 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      80 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.2      81 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.3      82 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   40 17.8      82 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   40 17.8      82 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   40 17.8      82 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   40 17.8      82 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   40 17.8      82 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.3      83 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   48 19.9      85 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      86 
gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes ( 284)   43 18.5      86 
gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteut ( 284)   43 18.5      86 
gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus v ( 284)   43 18.5      86 
gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esc ( 284)   43 18.5      86 
gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrep ( 284)   43 18.5      86 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.5      86 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.3      89 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.8      90 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.3      90 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.0      91 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.3      92 
gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen (  24)   29 14.9      92 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.7      93 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.0      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 105.0  bits: 24.3 E(): 0.73 
Smith-Waterman score: 59; 37.0% identity (59.3% similar) in 27 aa overlap (49-75:16-42) 
 
       20        30        40        50        60        70         
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..::::    
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
       80                                                           
PAT___ VV                                                           
                                                                    
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 93.8  bits: 22.5 E():    3 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (2-28:83-110) 
 
                                             10        20        30 
PAT___                              QEWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                          
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD           
            120       130       140       150             
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.7  bits: 21.4 E():    4 
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Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (29-42:53-66) 
 
                 10        20        30        40        50         
PAT___   QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
       60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVV 
                              
gi|323 RTNAAVTVR              
             90               
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.1 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (26-42:74-90) 
 
                    10        20        30        40        50      
PAT___      QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
          60        70        80                                    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVV                                    
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.0  bits: 22.1 E():  5.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (26-42:91-107) 
 
                    10        20        30        40        50      
PAT___      QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVV                                    
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.0  bits: 22.1 E():  5.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (26-42:91-107) 
 
                    10        20        30        40        50      
PAT___      QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVV                                    
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 87.7  bits: 21.0 E():  6.6 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (7-35:32-61) 
 
                                       10        20         30      
PAT___                         QEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1375



 

 

 
          40        50        60        70        80        
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV        
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.5  bits: 22.2 E():  6.8 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (5-28:41-64) 
 
                                         10        20        30     
PAT___                           QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
           40        50        60        70        80               
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV               
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.4  bits: 21.7 E():  7.8 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (43-59:32-48) 
 
             20        30        40        50        60        70   
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
             80                                                     
PAT___ AQGFKSVV                                                     
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 84.5  bits: 17.4 E():   10 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:1-14) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                             ::. .: :.. : :                         
gi|323                       GVLFNIQYVNYWFAP                        
                                     10                             
 
               70        80 
PAT___ STLYTHLLKSMEAQGFKSVV 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (15-42:115-140) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1376



 

 

 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
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            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 83.2  bits: 20.8 E():   12 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (8-51:16-55) 
 
                       10        20        30        40        50   
PAT___         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
             60        70        80                                 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVV                                 
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 21.0 E():   12 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (2-25:47-70) 
 
                                            10        20        30  
PAT___                              QEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
              40        50        60        70        80            
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV            
                                                                    
gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.3  bits: 20.7 E():   13 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (7-35:162-190) 
 
                                       10        20        30       
PAT___                         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
         40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                    
gi|223 VQ                                           
                                                    
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.1  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (47-59:63-75) 
 
         20        30        40        50        60        70       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
         80 
PAT___ KSVV 
            
gi|387 TIPR 
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>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.1  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (7-59:217-268) 
 
                                       10        20        30       
PAT___                         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
         40        50        60        70        80                 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                 
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (27-65:12-50) 
 
               10        20        30        40        50           
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGL 
                                 :.  :.:  : .  ::  .:  .. . :  :    
gi|947                MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD- 
                              10        20        30        40      
 
      60        70        80                                        
PAT___ GSTLYTHLLKSMEAQGFKSVV                                        
       :::  :                                                       
gi|947 GSTTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYW 
           50        60        70        80        90       100     
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.3  bits: 20.4 E():   15 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (22-78:105-161) 
 
                        10        20        30        40        50  
PAT___          QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
              60         70        80                
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVV                
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 81.1  bits: 20.9 E():   15 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (9-54:90-147) 
 
                                     10        20          30       
PAT___                       QEWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                   40        50        60        70        80       
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV       
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (6-67:87-147) 
 
                                        10        20          30    
PAT___                          QEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1381



 

 

                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            40        50          60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVV            
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (6-67:87-147) 
 
                                        10        20          30    
PAT___                          QEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            40        50          60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVV            
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (6-67:87-147) 
 
                                        10        20          30    
PAT___                          QEWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            40        50          60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVV            
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (1-27:68-92) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTL 
        40        50        60        70        80          90      
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
         100       110       120       130       140       150      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (1-29:69-95) 
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                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (1-29:69-95) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHS 
        100       110       120       130       140       150       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (1-29:69-95) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...:.. .: . :  .:: ..: :  
gi|132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDAL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|132 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 20.6 E():   18 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (22-65:67-110) 
 
                        10        20        30        40        50  
PAT___          QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVV                                
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 53; 25.9% identity (56.9% similar) in 58 aa overlap (1-57:161-215) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. . .:.: :       ..: .. ::.:: 
gi|258 ERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY 
              140       150       160       170       180       190 
 
               40         50        60        70        80          
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PAT___ AGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV          
          :.  .. .  :  ... ::  :..:                                 
gi|258 ---WSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQG 
                 200       210       220       230       240        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 46; 16.7% identity (54.5% similar) in 66 aa overlap (15-80:32-95) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
        .: :: :. . .  ..  : . ...  . ::. ..                         
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.5 E():   24 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (22-65:127-170) 
 
                        10        20        30        40        50  
PAT___          QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              60        70        80                                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVV                                
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (22-65:127-170) 
 
                        10        20        30        40        50  
PAT___          QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              60        70        80                                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVV                                
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (19-41:9-26) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                         ::.: :.      : ::: ..:.                    
gi|320           YTTEGGTKAEAEDVIP----EG-WKADTSYE                    
                         10             20                          
 
               70        80 
PAT___ STLYTHLLKSMEAQGFKSVV 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
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Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (34-41:19-26) 
 
            10        20        30        40        50        60    
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
            70        80 
PAT___ YTHLLKSMEAQGFKSVV 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (7-23:32-48) 
 
                                       10        20        30       
PAT___                         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
         40        50        60        70        80         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV         
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.8  bits: 21.5 E():   27 
Smith-Waterman score: 53; 25.8% identity (54.8% similar) in 62 aa overlap (1-55:411-472) 
 
                                                10        20        
PAT___                               QEW--IDDL-ERLQDRYPWLVAE---VEGV 
                                     : :  .: : .. ..: :  . .    ::: 
gi|284 GHIVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGV 
              390       400       410       420       430       440 
 
            30        40        50        60        70        80    
PAT___ -VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV    
        : ..  .  .   . :: ... .:::..  :                             
gi|284 KVENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDK 
              450       460       470       480       490       500 
 
gi|284 AQDVYVRVFLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPE 
              510       520       530       540       550       560 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.7  bits: 16.9 E():   27 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (5-13:7-15) 
 
                 10        20        30        40        50         
PAT___   QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 19.4 E():   28 
Smith-Waterman score: 45; 27.6% identity (65.5% similar) in 29 aa overlap (5-33:115-143) 
 
                                         10        20        30     
PAT___                           QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :... :.::   :...  :.  ..  :.:  
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
           40        50        60        70        80 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                      
gi|158 GYFKDVPLPVCAALLKQLDSDDDDDQ                     
          150       160       170                     
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (16-77:147-199) 
 
                              10        20        30        40      
PAT___                QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
          50        60        70        80                          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                          
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (11-23:36-48) 
 
                                   10        20        30        40 
PAT___                     QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               50        60        70        80     
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV     
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (11-23:36-48) 
 
                                   10        20        30        40 
PAT___                     QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               50        60        70        80     
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV     
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.1  bits: 18.1 E():   33 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (5-14:3-12) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
           ::.::.  :.                                               
gi|144   MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFN 
                 10        20        30        40        50         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (17-41:13-35) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                       ..: : : ..:      :  : :.:                    
gi|856     MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLL 
                   10        20        30          40        50     
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               70        80                                         
PAT___ STLYTHLLKSMEAQGFKSVV                                         
                                                                    
gi|856 HLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFAL 
           60        70        80        90       100       110     
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (9-75:125-200) 
 
                                     10        20        30         
PAT___                       QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
       40        50                 60        70        80          
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVV          
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (51-60:31-40) 
 
               30        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (47-65:174-192) 
 
         20        30        40        50        60        70       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
         80                                                    
PAT___ KSVV                                                    
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.4 E():   38 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:276-284) 
 
                                     10        20        30         
PAT___                       QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
       40        50        60        70        80                   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                   
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
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>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 73.9  bits: 16.2 E():   39 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:6-19) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                .:: .: :.  :.:                                      
gi|183     ATGKVVQDIMPPLLFVVQGKEKPSS                                
                   10        20                                     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.5 E():   39 
Smith-Waterman score: 42; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:86-112) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :: : .. .. :  : . :.:.. . :    
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
               40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                          
gi|484 VLACGWVDGEVQE                                      
         120                                              
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (22-46:242-266) 
 
                        10        20        30        40        50  
PAT___          QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
              60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (23-43:259-276) 
 
                       10        20        30        40        50   
PAT___         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
             60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVV 
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:289-326) 
 
                       10        20        30        40          50 
PAT___         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
               60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
        . :. ::...                    
gi|336 ERGHNSLGINNFVTYATL             
         320       330                
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:289-326) 
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                       10        20        30        40          50 
PAT___         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
               60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
        . :. ::...                    
AOID|2 ERGHNSLGINNYVTYATL             
         320       330                
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (2-22:139-159) 
 
                                            10        20        30  
PAT___                              QEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
              40        50        60        70        80            
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV            
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (14-34:80-104) 
 
                                10        20            30          
PAT___                  QEWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
      40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                 
gi|408 LTSFRKV                                   
     110                                         
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (19-51:85-117) 
 
                           10        20        30        40         
PAT___             QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
       50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
         :                              
gi|128 DCSRVN                           
          120                           
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 48; 33.3% identity (52.8% similar) in 36 aa overlap (2-36:273-307) 
 
                                            10        20        30  
PAT___                              QEWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     .::   :.: :.:  :.:.   :     .: 
gi|601 IAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVSIEDPFA 
            250       260       270        280       290       300  
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               40        50        60        70        80           
PAT___ -GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
          :.:                                                       
gi|601 EDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGTITEAIN 
             310       320       330       340       350       360  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.5 E():   51 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (23-43:277-294) 
 
                       10        20        30        40        50   
PAT___         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                    
gi|275 QAGNNLMMIEQYPYVVIM           
           310       320            
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.5 E():   51 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (23-43:277-294) 
 
                       10        20        30        40        50   
PAT___         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                    
gi|156 QAGNNLMMIEQYPYVVIM           
           310       320            
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.7  bits: 15.1 E():   51 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (23-31:1-9) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                             : :.:...:                              
gi|131                       GPVGGVVHAHMMPLL                        
                                     10                             
 
               70        80 
PAT___ STLYTHLLKSMEAQGFKSVV 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.7  bits: 15.3 E():   51 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (11-17:4-10) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                 .:  ::.                                            
gi|244        IGNEDCTPWMSTLITPLP                                    
                      10                                            
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (28-61:250-290) 
 
                  10        20        30        40        50        
PAT___    QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
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                60        70        80                              
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVV                              
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (28-61:250-290) 
 
                  10        20        30        40        50        
PAT___    QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                60        70        80                              
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVV                              
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (11-23:36-48) 
 
                                   10        20        30        40 
PAT___                     QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
               50        60        70        80       
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV       
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (11-23:36-48) 
 
                                   10        20        30        40 
PAT___                     QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
               50        60        70        80       
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV       
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (37-44:234-241) 
 
         10        20        30        40        50        60       
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
         70        80                                               
PAT___ LLKSMEAQGFKSVV                                               
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (26-37:13-24) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                ::.: :.: ..:                        
gi|219              MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYG 
                            10        20        30        40        
 
               70        80                                         
PAT___ STLYTHLLKSMEAQGFKSVV                                         
                                                                    
gi|219 RKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLL 
        50        60        70        80        90       100        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.1  bits: 15.1 E():   55 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:3-10) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                :: : :.:                            
gi|751                        ADAGYAPAAPGTQPKA                      
                                      10                            
 
               70        80 
PAT___ STLYTHLLKSMEAQGFKSVV 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.9 E():   55 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (17-35:80-98) 
 
                             10        20        30        40       
PAT___               QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
         50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                          
gi|671 STNCATVK                           
     110                                  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (9-75:125-200) 
 
                                     10        20        30         
PAT___                       QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
       40        50                 60        70        80          
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVV          
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.3  bits: 17.6 E():   61 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (25-45:12-32) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                               ::..:.:.:  . .  .  ::                
gi|227              MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQK 
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                            10        20        30        40        
 
               70        80                                       
PAT___ STLYTHLLKSMEAQGFKSVV                                       
                                                                  
gi|227 VACCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
        50        60        70        80        90       100      
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (7-23:36-52) 
 
                                       10        20        30       
PAT___                         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
         40        50        60        70        80                 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                 
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (47-65:138-156) 
 
         20        30        40        50        60        70       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
         80                                                    
PAT___ KSVV                                                    
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (4-50:82-128) 
 
                                          10        20        30    
PAT___                            QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
            40        50        60        70        80              
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV              
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (6-31:137-162) 
 
                                        10        20        30      
PAT___                          QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
          40        50        60        70        80                
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
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>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (8-17:69-78) 
 
                                      10        20        30        
PAT___                        QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
        40        50        60        70        80                  
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                  
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:97-114) 
 
                                         10        20        30     
PAT___                           QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
           40        50        60        70        80               
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV               
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.4 E():   71 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (15-42:84-109) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.1 E():   71 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (18-41:46-69) 
 
                            10        20        30        40        
PAT___              QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
        50        60        70        80                            
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                            
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 28.0% identity (72.0% similar) in 25 aa overlap (56-80:3-27) 
 
          30        40        50        60        70        80      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV      
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                                     ::.  ..:.. ::   .: .:....      
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 43; 25.9% identity (53.4% similar) in 58 aa overlap (24-79:69-125) 
 
                      10        20        30        40        50    
PAT___        QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
              60        70        80                                
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVV                                
       ..:  .: .: .  . .    :::.: .                                 
gi|111 ERRSLMGESSEFVGEKVAYALAQGLKVIACVGETLEQREAGSTMAVVAEQTKAIADKIKD 
       100       110       120       130       140       150        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (4-24:136-156) 
 
                                          10        20        30    
PAT___                            QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
            40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                       
gi|292 LSDDDRCQGSRD                                    
         170                                           
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.7  bits: 14.7 E():   75 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (3-10:5-12) 
 
                 10        20        30        40        50         
PAT___   QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
           :.:.  .:                                                 
gi|323 ARTAWVDSGAQLGELSY                                            
               10                                                   
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (7-23:58-74) 
 
                                       10        20        30       
PAT___                         QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
         40        50        60        70        80                 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                 
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 18.1 E():   76 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (4-24:138-158) 
 
                                          10        20        30    
PAT___                            QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
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                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
            40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                       
gi|292 LSDDDRCQGSRD                                    
       170                                             
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (15-69:100-156) 
 
                               10        20          30        40   
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
              50        60        70        80                      
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                      
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (4-24:139-159) 
 
                                          10        20        30    
PAT___                            QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
            40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                                       
gi|312 LSDDDRCQGSRD                                    
      170       180                                    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (47-65:175-193) 
 
         20        30        40        50        60        70       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
         80                                                    
PAT___ KSVV                                                    
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (27-42:182-196) 
 
                   10        20        30        40          50     
PAT___     QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
           60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVV 
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gi|217 DLMMIEEYPYVVIL             
      210       220               
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (27-42:182-196) 
 
                   10        20        30        40          50     
PAT___     QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
           60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVV 
                                  
gi|217 DLMMIEEYPYVVIL             
      210       220               
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (26-37:13-24) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                ::.: :.: ..:                        
gi|184              MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYG 
                            10        20        30        40        
 
               70        80                                         
PAT___ STLYTHLLKSMEAQGFKSVV                                         
                                                                    
gi|184 RKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLL 
        50        60        70        80        90       100        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (26-37:13-24) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                                ::.: :.: ..:                        
gi|456              MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYG 
                            10        20        30        40        
 
               70        80                                         
PAT___ STLYTHLLKSMEAQGFKSVV                                         
                                                                    
gi|456 RKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLL 
        50        60        70        80        90       100        
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 15.2 E():   81 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (19-41:9-26) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                         ::.: :.      : ::. ..:.                    
gi|320           YTTEGGTKAEAEDVIP----EG-WKVDTSYE                    
                         10             20                          
 
               70        80 
PAT___ STLYTHLLKSMEAQGFKSVV 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (51-60:135-144) 
 
               30        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
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gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:69-93) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...  . .: . :  .:: : :    
gi|154 ISSVENVGGNGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTV--IEGDVLGDKL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|154 EKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHT 
        100       110       120       130       140       150       
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 25.9% identity (74.1% similar) in 27 aa overlap (1-27:69-93) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...... .: . :  .:: ..:    
gi|534 VSCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDHVNFKYSYSV--IEGGAVGDTL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHS 
        100       110       120       130       140       150       
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:69-93) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...  . .: . :  .:: : :    
gi|154 ISSVENVGGNGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTV--IEGDVLGDKL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|154 EKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHT 
        100       110       120       130       140       150       
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:69-93) 
 
                                             10        20        30 
PAT___+                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...  . .: . :  .:: : :    
gi|154 ISSVENVGGNGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTV--IEGDVLGDNL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|154 EKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHT 
        100       110       120       130       140       150       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  38 init1:  38 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:69-93) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: .:...  . .: . :  .:: : :    
gi|167 ISSVENVGGNGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTV--IEGDVLGDKL 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|167 EKVSHELKIVAAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHT 
        100       110       120       130       140       150       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (51-60:138-147) 
 
               30        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 48; 31.4% identity (56.9% similar) in 51 aa overlap (1-51:504-553) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. .:.:   : :   : ::.: .  ..   
gi|425 ANIDLQKTIKKQALQITELQAHYDEVHRQLQQAVDQLGVTQRRCQALQAELEEMRIALEQ 
           480       490       500       510       520       530    
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
       :.  : :.: .   :..: :.                                        
gi|425 ANRAK-RQAEQLHEEAVVRVNELTTINVNLASAKSKLESEFSALQADYDEVHKELRISDE 
            540       550       560       570       580       590   
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (22-50:9-37) 
 
               10        20        30        40        50        60 
PAT___ QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                            .:   :. : :  .   .:  :. :.::.           
gi|132              MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQ 
                            10        20        30        40        
 
               70        80                                         
PAT___ STLYTHLLKSMEAQGFKSVV                                         
                                                                    
gi|132 PGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVS 
        50        60        70        80        90       100        
 
>>gi|83715932|dbj|BAE54431.1| tropomyosin [Todarodes pac  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (1-22:138-159) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
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PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715930|dbj|BAE54430.1| tropomyosin [Sepioteuthis   (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (1-22:138-159) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715936|dbj|BAE54433.1| tropomyosin [Octopus vulga  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (1-22:138-159) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 TAQTKLDEASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715928|dbj|BAE54429.1| tropomyosin [Sepia esculen  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (1-22:138-159) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|83715934|dbj|BAE54432.1| tropomyosin [Ommastrephes   (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 27.3% identity (68.2% similar) in 22 aa overlap (1-22:138-159) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     .: :: ::.  ..  :.. ...         
gi|837 SAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDEAAR 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV           
                                                                    
gi|837 KLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRD 
       170       180       190       200       210       220        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
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Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:97-114) 
 
                                         10        20        30     
PAT___                           QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
           40        50        60        70        80               
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV               
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.3 E():   89 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (53-72:187-206) 
 
             30        40        50        60        70        80   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV   
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.2  bits: 19.8 E():   90 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (17-75:351-416) 
 
                             10        20        30        40       
PAT___               QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
                50        60        70        80                    
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                    
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (52-76:222-246) 
 
              30        40        50        60        70        80  
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV  
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 17.0 E():   91 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (51-75:30-54) 
 
               30        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (15-42:114-139) 
 
                               10        20        30        40     
PAT___                 QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
           50        60        70        80                         
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV                         
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen Api  (24 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.0  bits: 14.9 E():   92 
Smith-Waterman score: 29; 66.7% identity (83.3% similar) in 6 aa overlap (2-7:16-21) 
 
                             10        20        30        40       
PAT___               QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                      ::: .:                                        
gi|323 IYARVLWVGNTTQKLEWIRSLHDY                                     
               10        20                                         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.7 E():   93 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (51-77:11-36) 
 
               30        40        50        60        70        80 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 41; 19.5% identity (56.1% similar) in 41 aa overlap (1-39:94-131) 
 
                                             10        20        30 
PAT___                               QEWIDDLERLQDRYPWLVAEVEGVVAGIAY 
                                     :. ....... ...:  .   . .  :    
gi|162 EEEYSIGSSSEESAEVATEEVKITVDDKHYQKALNEINQFYQKFPQYL---QYLYQGPIV 
            70        80        90       100       110          120 
 
                 40        50        60        70        80         
PAT___ AGPWKA--RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV         
        .::    :::                                                  
gi|162 LNPWDQVKRNAVPITPTLNREQLSTSEENSKKTVDMESTEVFTKKTKLTEEEKNRLNFLK 
              130       140       150       160       170       180 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:43 2011 done: Wed Jan 19 14:40:43 2011 
 Total Scan time:  0.050 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>PAT___: 45  - 124 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     4     0:== 
  30     1     2:* 
  32     5     8:==* 
  34    15    22:=====  * 
  36    34    44:============  * 
  38    37    73:=============           * 
  40    90   102:==============================   * 
  42   147   125:=========================================*======= 
  44   112   138:======================================       * 
  46   121   140:=========================================     * 
  48   154   134:============================================*======= 
  50   133   122:========================================*==== 
  52    99   108:=================================  * 
  54   101    92:==============================*=== 
  56    74    77:=========================* 
  58    76    63:====================*===== 
  60    40    51:==============  * 
  62    48    41:=============*== 
  64    42    33:==========*=== 
  66    40    26:========*===== 
  68    23    20:======*= 
  70    13    16:=====* 
  72    16    12:===*== 
  74    10    10:===* 
  76     5     8:==* 
  78    10     6:=*== 
  80     2     5:=* 
  82     9     3:*== 
  84    16     3:*===== 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.71280.00313; mu= 0.9405 0.163 
 mean_var=29.3767 7.373, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.236632 
 Kolmogorov-Smirnov  statistic: 0.0581 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   62 25.6     0.3 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   54 22.7     2.6 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1403



 

 

gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2       5 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2       5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.2     5.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.4     6.1 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.1     6.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8       7 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.7     8.1 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.9      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.4      11 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.4      11 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.4      11 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.4      11 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.4      11 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   50 21.2      11 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.9      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.4      13 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.1      13 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      13 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.1      14 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      17 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   46 20.0      17 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.1      21 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.1      21 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      22 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.6      22 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.1      23 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   45 19.6      23 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   45 19.6      23 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   45 19.6      23 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   45 19.6      23 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.1      24 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 19.6      25 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.1      28 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.8      28 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.8      28 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.3      29 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.0      31 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.5      33 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.8      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      35 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.5      36 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      37 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      39 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.4      39 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   47 19.9      39 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   47 19.9      39 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   46 19.7      40 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.4      41 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.4      42 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.6      42 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.1      45 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      46 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      46 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      46 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.6      47 
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gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.6      47 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      49 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.8      49 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.8      49 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.6      49 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      50 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.1      53 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      54 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.0      56 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 19.0      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.2      62 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 15.0      63 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.8      63 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.5      64 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   49 20.2      65 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      65 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.5      67 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   40 18.0      67 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      68 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 17.9      69 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   43 18.7      69 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.4      69 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.2      69 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      70 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.9      71 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      71 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.7      73 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      73 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      73 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      73 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      73 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   40 17.9      75 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   40 17.9      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      76 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.6      78 
gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen (  24)   29 15.1      78 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.6      80 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      82 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.4      83 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      86 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.4      86 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.9      87 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.4      88 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      92 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      94 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      94 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      94 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      94 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      94 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   39 17.6      94 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      94 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      94 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      94 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      94 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      94 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.3      95 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   39 17.6      95 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   39 17.6      95 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   39 17.6      95 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   39 17.6      95 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   39 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   39 17.6      95 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.6      95 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   39 17.6      95 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   39 17.6      95 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.3      96 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.6      97 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
gi|80553470|gb|ABB52642.1| tropomyosin [Dermatopha ( 281)   42 18.3   1e 
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>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 111.8  bits: 25.6 E():  0.3 
Smith-Waterman score: 62; 33.3% identity (60.6% similar) in 33 aa overlap (48-80:16-48) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
        80                                                          
PAT___ VVA                                                          
        .:                                                          
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 94.9  bits: 22.7 E():  2.6 
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (1-27:83-110) 
 
                                              10        20          
PAT___                               EWIDDLER-LQDRYPWLVAEVEGVVAGIAY 
                                     .:.:: .   .:.:     :.:::.  :   
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM 
             60        70        80        90       100       110   
 
      30        40        50        60        70        80 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                           
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD            
            120       130       140       150              
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.0  bits: 21.6 E():  3.4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (28-41:53-66) 
 
                  10        20        30        40        50        
PAT___    EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVA 
                               
gi|323 RTNAAVTVR               
             90                
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (25-41:74-90) 
 
                     10        20        30        40        50     
PAT___       EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
           60        70        80                                   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVA                                   
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.0  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (25-41:91-107) 
 
                     10        20        30        40        50     
PAT___       EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
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                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVA                                   
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.0  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (25-41:91-107) 
 
                     10        20        30        40        50     
PAT___       EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVA                                   
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 88.8  bits: 21.2 E():  5.7 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (6-34:32-61) 
 
                                        10        20         30     
PAT___                          EWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
           40        50        60        70        80       
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA       
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.4  bits: 22.4 E():  6.1 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (4-27:41-64) 
 
                                          10        20        30    
PAT___                            EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
            40        50        60        70        80              
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA              
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 87.6  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.8 E():    7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (42-58:32-48) 
 
              20        30        40        50        60        70  
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
              80                                                    
PAT___ AQGFKSVVA                                                    
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 86.1  bits: 17.7 E():  8.1 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:1-14) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                            ::. .: :.. : :                          
gi|323                      GVLFNIQYVNYWFAP                         
                                    10                              
 
               70        80 
PAT___ TLYTHLLKSMEAQGFKSVVA 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 84.1  bits: 20.9 E():   11 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (7-50:16-55) 
 
                        10        20        30        40        50  
PAT___          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
              60        70        80                                
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVA                                
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (14-41:115-140) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
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PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 21.2 E():   11 
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (1-24:47-70) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     ::..:   :   .: :   .:: :       
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI 
         20        30        40        50        60        70       
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
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gi|274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD 
         80        90       100       110       120       130       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.2  bits: 20.9 E():   12 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (6-34:162-190) 
 
                                        10        20        30      
PAT___                          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
          40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                     
gi|223 VQ                                            
                                                     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.2  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (46-58:63-75) 
 
          20        30        40        50        60        70      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
          80 
PAT___ KSVVA 
             
gi|387 TIPR  
             
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.6  bits: 22.4 E():   13 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (6-58:217-268) 
 
                                        10        20        30      
PAT___                          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
          40        50        60        70        80                
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (26-64:12-50) 
 
               10        20        30        40         50          
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLG 
                                :.  :.:  : .  ::  .:  .. . :  :   : 
gi|947               MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-G 
                             10        20        30        40       
 
      60        70        80                                        
PAT___ STLYTHLLKSMEAQGFKSVVA                                        
       ::  :                                                        
gi|947 STTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQ 
          50        60        70        80        90       100      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.2  bits: 20.6 E():   13 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (21-77:105-161) 
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                         10        20        30        40        50 
PAT___           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
               60         70        80               
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVA               
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (8-53:90-147) 
 
                                      10        20          30      
PAT___                        EWIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                    40        50        60        70        80      
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA      
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (5-66:87-147) 
 
                                         10        20          30   
PAT___                           EWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
             40        50          60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVA           
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (5-66:87-147) 
 
                                         10        20          30   
PAT___                           EWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
             40        50          60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVA           
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (5-66:87-147) 
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                                         10        20          30   
PAT___                           EWIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
             40        50          60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVA           
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (21-64:67-110) 
 
                         10        20        30        40        50 
PAT___           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                               
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 46; 16.7% identity (54.5% similar) in 66 aa overlap (14-79:32-95) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
        .: :: :. . .  ..  : . ...  . ::. ..                         
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.5  bits: 17.1 E():   21 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (33-40:19-26) 
 
             10        20        30        40        50        60   
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
             70        80 
PAT___ YTHLLKSMEAQGFKSVVA 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.5  bits: 17.1 E():   21 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (18-40:9-26) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                        ::.: :.      : ::: ..:.                     
gi|320          YTTEGGTKAEAEDVIP----EG-WKADTSYE                     
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                        10             20                           
 
               70        80 
PAT___ TLYTHLLKSMEAQGFKSVVA 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (21-64:127-170) 
 
                         10        20        30        40        50 
PAT___           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               60        70        80                               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                               
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (21-64:127-170) 
 
                         10        20        30        40        50 
PAT___           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               60        70        80                               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                               
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.1  bits: 17.1 E():   23 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (4-12:7-15) 
 
                  10        20        30        40        50        
PAT___    EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 45; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:69-92) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : .:...:.. .: . :  .:: ..:     
gi|534 SCVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTLE 
       40        50        60        70        80          90       
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
                                                                    
gi|534 KICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHSD 
        100       110       120       130       140       150       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 45; 32.1% identity (71.4% similar) in 28 aa overlap (1-28:70-95) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : .:...:.. .: . :  .:: ..: :   
gi|132 SSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALE 
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      40        50        60        70        80          90        
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
                                                                    
gi|132 KVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 45; 32.1% identity (71.4% similar) in 28 aa overlap (1-28:70-95) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : .:...:.. .: . :  .:: ..: :   
gi|132 SSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALE 
      40        50        60        70        80          90        
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
                                                                    
gi|132 KVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 45; 32.1% identity (71.4% similar) in 28 aa overlap (1-28:70-95) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : .:...:.. .: . :  .:: ..: :   
gi|261 SSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALE 
      40        50        60        70        80          90        
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
                                                                    
gi|261 KVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (6-22:32-48) 
 
                                        10        20        30      
PAT___                          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
          40        50        60        70        80        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA        
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 45; 27.6% identity (65.5% similar) in 29 aa overlap (4-32:115-143) 
 
                                          10        20        30    
PAT___                            EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :... :.::   :...  :.  ..  :.:  
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
            40        50        60        70        80 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                       
gi|158 GYFKDVPLPVCAALLKQLDSDDDDDQ                      
          150       160       170                      
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (15-76:147-199) 
 
                               10        20        30        40     
PAT___                 EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
           50        60        70        80                         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                         
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (10-22:36-48) 
 
                                    10        20        30          
PAT___                      EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      40        50        60        70        80    
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA    
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (10-22:36-48) 
 
                                    10        20        30          
PAT___                      EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
      40        50        60        70        80    
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA    
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.1  bits: 18.3 E():   29 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (4-13:3-12) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
          ::.::.  :.                                                
gi|144  MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNE 
                10        20        30        40        50          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.5  bits: 19.0 E():   31 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (16-40:13-35) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                      ..: : : ..:      :  : :.:                     
gi|856    MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLH 
                  10        20        30          40        50      
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               70        80                                         
PAT___ TLYTHLLKSMEAQGFKSVVA                                         
                                                                    
gi|856 LSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALE 
          60        70        80        90       100       110      
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 75.2  bits: 16.5 E():   33 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:6-19) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
               .:: .: :.  :.:                                       
gi|183    ATGKVVQDIMPPLLFVVQGKEKPSS                                 
                  10        20                                      
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (8-74:125-200) 
 
                                      10        20        30        
PAT___                        EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
        40           50              60        70        80         
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVA         
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (50-59:31-40) 
 
      20        30        40        50        60        70          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (46-64:174-192) 
 
          20        30        40        50        60        70      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
          80                                                   
PAT___ KSVVA                                                   
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:276-284) 
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                                      10        20        30        
PAT___                        EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
        40        50        60        70        80                  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                  
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (21-45:242-266) 
 
                         10        20        30        40        50 
PAT___           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
               60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (22-42:259-276) 
 
                        10        20        30        40        50  
PAT___          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
              60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (13-33:80-104) 
 
                                 10        20            30         
PAT___                   EWIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
       40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                  
gi|408 LTSFRKV                                    
     110                                          
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:289-326) 
 
                        10        20        30        40            
PAT___          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
      50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
        . :. ::...                     
gi|336 ERGHNSLGINNFVTYATL              
         320       330                 
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>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:289-326) 
 
                        10        20        30        40            
PAT___          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
      50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
        . :. ::...                     
AOID|2 ERGHNSLGINNYVTYATL              
         320       330                 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (1-21:139-159) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : ::.::.   .  :.. :..          
gi|995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK 
      110       120       130       140       150       160         
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
                                                                    
gi|995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDL 
      170       180       190       200       210       220         
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.4  bits: 18.4 E():   41 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (18-50:85-117) 
 
                            10        20        30        40        
PAT___              EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
         :                               
gi|128 DCSRVN                            
          120                            
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.2  bits: 15.4 E():   42 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (22-30:1-9) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                            : :.:...:                               
gi|131                      GPVGGVVHAHMMPLL                         
                                    10                              
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 73.2  bits: 15.6 E():   42 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (10-16:4-10) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                .:  ::.                                             
gi|244       IGNEDCTPWMSTLITPLP                                     
                     10                                             
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 48; 33.3% identity (52.8% similar) in 36 aa overlap (1-35:273-307) 
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                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     .::   :.: :.:  :.:.   :     .: 
gi|601 IAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVSIEDPFA 
            250       260       270        280       290       300  
 
                40        50        60        70        80          
PAT___ -GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA          
          :.:                                                       
gi|601 EDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGTITEAIN 
             310       320       330       340       350       360  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.5  bits: 15.3 E():   46 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:3-10) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                               :: : :.:                             
gi|751                       ADAGYAPAAPGTQPKA                       
                                     10                             
 
               70        80 
PAT___ TLYTHLLKSMEAQGFKSVVA 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (10-22:36-48) 
 
                                    10        20        30          
PAT___                      EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
      40        50        60        70        80      
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA      
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (10-22:36-48) 
 
                                    10        20        30          
PAT___                      EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
      40        50        60        70        80      
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA      
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (22-42:277-294) 
 
                        10        20        30        40        50  
PAT___          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
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gi|275 QAGNNLMMIEQYPYVVIM            
           310       320             
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (22-42:277-294) 
 
                        10        20        30        40        50  
PAT___          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     
gi|156 QAGNNLMMIEQYPYVVIM            
           310       320             
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   49 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (25-36:13-24) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                               ::.: :.: ..:                         
gi|219             MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGR 
                           10        20        30        40         
 
               70        80                                         
PAT___ TLYTHLLKSMEAQGFKSVVA                                         
                                                                    
gi|219 KPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLL 
       50        60        70        80        90       100         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (27-60:250-290) 
 
                   10        20        30        40        50       
PAT___     EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 60        70        80                             
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVA                             
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (27-60:250-290) 
 
                   10        20        30        40        50       
PAT___     EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 60        70        80                             
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVA                             
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (36-43:234-241) 
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          10        20        30        40        50        60      
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
          70        80                                              
PAT___ LLKSMEAQGFKSVVA                                              
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (16-34:80-98) 
 
                              10        20        30        40      
PAT___                EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
          50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                           
gi|671 STNCATVK                            
     110                                   
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (8-74:125-200) 
 
                                      10        20        30        
PAT___                        EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
        40           50              60        70        80         
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVA         
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (24-44:12-32) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                              ::..:.:.:  . .  .  ::                 
gi|227             MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKV 
                           10        20        30        40         
 
               70        80                                      
PAT___ TLYTHLLKSMEAQGFKSVVA                                      
                                                                 
gi|227 ACCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
       50        60        70        80        90       100      
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   56 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (6-22:36-52) 
 
                                        10        20        30      
PAT___                          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
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          10        20        30        40        50        60      
 
          40        50        60        70        80                
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (46-64:138-156) 
 
          20        30        40        50        60        70      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
          80                                                   
PAT___ KSVVA                                                   
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (3-49:82-128) 
 
                                           10        20        30   
PAT___                             EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
             40        50        60        70        80             
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA             
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (7-16:69-78) 
 
                                       10        20        30       
PAT___                         EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
         40        50        60        70        80                 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                 
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.1  bits: 15.0 E():   63 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (2-9:5-12) 
 
                  10        20        30        40        50        
PAT___    EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
           :.:.  .:                                                 
gi|323 ARTAWVDSGAQLGELSY                                            
               10                                                   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.8 E():   63 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (5-30:137-162) 
 
                                         10        20        30     
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PAT___                           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
           40        50        60        70        80               
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA               
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:97-114) 
 
                                          10        20        30    
PAT___                            EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
            40        50        60        70        80              
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA              
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 69.8  bits: 20.2 E():   65 
Smith-Waterman score: 49; 25.0% identity (55.0% similar) in 60 aa overlap (2-54:413-472) 
 
                                               10           20      
PAT___                              EW--IDDL-ERLQDRYPWLVAE---VEGV-V 
                                     :  .: : .. ..: :  . .    ::: : 
gi|284 IVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGVKV 
            390       400       410       420       430       440   
 
           30        40        50        60        70        80     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA     
        ..  .  .   . :: ... .:::..  :                               
gi|284 ENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDKAQ 
            450       460       470       480       490       500   
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (17-40:46-69) 
 
                             10        20        30        40       
PAT___               EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
         50        60        70        80                           
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                           
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (14-41:84-109) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
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gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 40; 28.0% identity (72.0% similar) in 25 aa overlap (55-79:3-27) 
 
           30        40        50        60        70        80     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA     
                                     ::.  ..:.. ::   .: .:....      
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (3-23:136-156) 
 
                                           10        20        30   
PAT___                             EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
             40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                        
gi|292 LSDDDRCQGSRD                                     
         170                                            
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (6-22:58-74) 
 
                                        10        20        30      
PAT___                          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
          40        50        60        70        80                
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 18.7 E():   69 
Smith-Waterman score: 43; 25.9% identity (53.4% similar) in 58 aa overlap (23-78:69-125) 
 
                       10        20        30        40        50   
PAT___         EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
               60        70        80                               
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVA                               
       ..:  .: .: .  . .    :::.: .                                 
gi|111 ERRSLMGESSEFVGEKVAYALAQGLKVIACVGETLEQREAGSTMAVVAEQTKAIADKIKD 
       100       110       120       130       140       150        
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.4 E():   69 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (18-40:9-26) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
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                        ::.: :.      : ::. ..:.                     
gi|320          YTTEGGTKAEAEDVIP----EG-WKVDTSYE                     
                        10             20                           
 
               70        80 
PAT___ TLYTHLLKSMEAQGFKSVVA 
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.2 E():   69 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (3-23:138-158) 
 
                                           10        20        30   
PAT___                             EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
             40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                        
gi|292 LSDDDRCQGSRD                                     
       170                                              
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (3-23:139-159) 
 
                                           10        20        30   
PAT___                             EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
             40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                        
gi|312 LSDDDRCQGSRD                                     
      170       180                                     
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (14-68:100-156) 
 
                                10        20          30        40  
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
               50        60        70        80                     
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                     
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (46-64:175-193) 
 
          20        30        40        50        60        70      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
          80                                                   
PAT___ KSVVA                                                   
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 47; 26.9% identity (55.8% similar) in 52 aa overlap (6-56:167-215) 
 
                                        10        20        30      
PAT___                          EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :.: :       ..: .. ::.::   :.  
gi|258 QGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY---WSY 
        140       150       160       170       180       190       
 
          40         50        60        70        80               
PAT___ RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA               
        .. .  :  ... ::  :..:                                       
gi|258 NDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQGRPGQHQ 
           200       210       220       230       240       250    
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (26-41:182-196) 
 
                    10        20        30        40          50    
PAT___      EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
            60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                   
gi|217 DLMMIEEYPYVVIL              
      210       220                
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (26-41:182-196) 
 
                    10        20        30        40          50    
PAT___      EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
            60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                   
gi|217 DLMMIEEYPYVVIL              
      210       220                
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (25-36:13-24) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                               ::.: :.: ..:                         
gi|184             MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGR 
                           10        20        30        40         
 
               70        80                                         
PAT___ TLYTHLLKSMEAQGFKSVVA                                         
                                                                    
gi|184 KPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLL 
       50        60        70        80        90       100         
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (25-36:13-24) 
 
               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                               ::.: :.: ..:                         
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gi|456             MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGR 
                           10        20        30        40         
 
               70        80                                         
PAT___ TLYTHLLKSMEAQGFKSVVA                                         
                                                                    
gi|456 KPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLL 
       50        60        70        80        90       100         
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 40; 45.8% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :::       
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 40; 41.7% identity (62.5% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::..:   .: :: . : :  :.:       
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (50-59:135-144) 
 
      20        30        40        50        60        70          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (50-59:138-147) 
 
      20        30        40        50        60        70          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (21-49:9-37) 
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               10        20        30        40        50        60 
PAT___ EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                           .:   :. : :  .   .:  :. :.::.            
gi|132             MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQP 
                           10        20        30        40         
 
               70        80                                         
PAT___ TLYTHLLKSMEAQGFKSVVA                                         
                                                                    
gi|132 GVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSA 
       50        60        70        80        90       100         
 
>>gi|32363125|sp||P81943_3 [Segment 3 of 4] Allergen Api  (24 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 29; 66.7% identity (83.3% similar) in 6 aa overlap (1-6:16-21) 
 
                              10        20        30        40      
PAT___                EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                      ::: .:                                        
gi|323 IYARVLWVGNTTQKLEWIRSLHDY                                     
               10        20                                         
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:97-114) 
 
                                          10        20        30    
PAT___                            EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
            40        50        60        70        80              
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA              
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (50-74:30-54) 
 
      20        30        40        50        60        70          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
      80                                          
PAT___ A                                          
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (52-71:187-206) 
 
              30        40        50        60        70        80  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA  
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (50-76:11-36) 
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      20        30        40        50        60        70          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (51-75:222-246) 
 
               30        40        50        60        70        80 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (16-74:351-416) 
 
                              10        20        30                
PAT___                EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
       40        50        60        70        80                   
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                   
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (14-41:114-139) 
 
                                10        20        30        40    
PAT___                  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
            50        60        70        80                        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                        
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (49-71:182-206) 
 
       20        30        40        50        60           70      
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
          80        
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PAT___ KSVVA        
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (49-63:118-132) 
 
       20        30        40        50        60        70         
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
       80 
PAT___ VA 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1432



 

 

PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:91-114) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
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>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        80                                                          
PAT___ VVA                                                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   95 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (5-20:87-102) 
 
                                         10        20        30     
PAT___                           EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
           40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                                      
gi|273 ACKKIFGATTLQHHRRRR                             
        120       130                                 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 30.8% identity (61.5% similar) in 26 aa overlap (1-26:70-93) 
 
                                             10        20        30 
PAT___                               EWIDDLERLQDRYPWLVAEVEGVVAGIAYA 
                                     : .:...  . .: . :  .:: : :     
gi|167 SSVENVGGNGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTV--IEGDVLGDKLE 
      40        50        60        70        80          90        
 
               40        50        60        70        80           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA           
                                                                    
gi|167 KVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTA 
       100       110       120       130       140       150        
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (7-15:70-78) 
 
                                       10        20        30       
PAT___                         EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
         40        50        60        70        80                 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA                 
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gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 41.7% identity (58.3% similar) in 24 aa overlap (58-79:92-115) 
 
        30        40        50        60          70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVA      
                                     ::. :   .: :: . : :  :.:       
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (50-59:181-190) 
 
      20        30        40        50        60        70          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 16.6 E():   97 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (14-17:15-18) 
 
                10        20        30        40        50          
PAT___  EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                     ::::                                           
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 80.0% identity (100.0% similar) in 5 aa overlap (7-11:13-17) 
 
                     10        20        30        40        50     
PAT___       EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                   :.:::                                            
gi|471 AANLENDFDNVNEQLQDALS                                         
               10        20                                         
 
>>gi|80553470|gb|ABB52642.1| tropomyosin [Dermatophagoid  (281 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:97-114) 
 
                                          10        20        30    
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PAT___                            EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|805 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
            40        50        60        70        80              
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA              
                                                                    
gi|805 RKMLEHRSITDEERMEGLENQSKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:43 2011 done: Wed Jan 19 14:40:43 2011 
 Total Scan time:  0.070 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 46  - 125 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     4     0:== 
  30     1     2:* 
  32     6     8:==* 
  34    14    22:=====  * 
  36    37    44:============= * 
  38    37    73:=============           * 
  40    85   102:=============================    * 
  42   143   125:=========================================*====== 
  44   127   138:===========================================  * 
  46   121   140:=========================================     * 
  48   145   134:============================================*==== 
  50   132   122:========================================*=== 
  52   100   108:================================== * 
  54    99    92:==============================*== 
  56    82    77:=========================*== 
  58    74    63:====================*==== 
  60    40    51:==============  * 
  62    50    41:=============*=== 
  64    35    33:==========*= 
  66    32    26:========*== 
  68    21    20:======* 
  70    14    16:=====* 
  72    28    12:===*====== 
  74    12    10:===* 
  76     6     8:==* 
  78     6     6:=* 
  80     2     5:=* 
  82     9     3:*== 
  84    15     3:*==== 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
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  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.71220.0031; mu= 0.9210 0.161 
 mean_var=29.4207 7.474, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.236455 
 Kolmogorov-Smirnov  statistic: 0.0520 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   66 26.9    0.12 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 22.0     4.2 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2     4.9 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2     4.9 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.2     5.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.4     6.1 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.1     6.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8       7 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.8     8.1 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 20.9      11 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.5      11 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.4      11 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.4      11 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.4      11 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.4      11 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.4      11 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.9      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.4      13 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.1      13 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      13 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.1      14 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      17 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   46 20.0      17 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.1      21 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.1      21 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      22 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      22 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.1      23 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.1      24 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 19.6      25 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   47 20.1      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.1      28 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.8      28 
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gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.8      28 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.3      29 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.0      31 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.5      33 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.8      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      35 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.5      36 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      37 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      37 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      37 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      38 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.4      39 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   47 19.9      39 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   47 19.9      39 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.4      41 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.4      42 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.6      42 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 19.1      45 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      46 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      46 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      46 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      47 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   42 18.6      47 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.6      47 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      47 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   42 18.6      47 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      47 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      47 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.6      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   42 18.6      47 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   42 18.6      47 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      49 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.9      49 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.9      49 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.6      49 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      50 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.1      52 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      54 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.0      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   47 19.8      57 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 19.0      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.2      62 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.8      62 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   28 15.0      62 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.5      64 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   49 20.3      64 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      65 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.5      67 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   40 18.0      67 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      68 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 18.0      68 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.4      69 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.2      69 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      70 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 19.0      71 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      71 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.7      73 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      73 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      73 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      73 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      73 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      75 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      78 
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gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   43 18.7      80 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.7      80 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      82 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.4      83 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      86 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.4      86 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.9      87 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.4      88 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   39 17.6      90 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      92 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      93 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      94 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      94 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      94 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      94 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      94 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      94 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      94 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      94 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      94 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   39 17.6      94 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.3      94 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.6      94 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.3      96 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.6      97 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
gi|80553470|gb|ABB52642.1| tropomyosin [Dermatopha ( 281)   42 18.3      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 119.2  bits: 26.9 E(): 0.12 
Smith-Waterman score: 66; 32.4% identity (61.8% similar) in 34 aa overlap (47-80:16-49) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
         80                                                         
PAT___ VVAV                                                         
        .:.                                                         
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.0  bits: 21.6 E():  3.4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (27-40:53-66) 
 
                   10        20        30        40        50       
PAT___     WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
         60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAV 
                                
gi|323 RTNAAVTVR                
             90                 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 91.3  bits: 22.0 E():  4.2 
Smith-Waterman score: 52; 37.0% identity (59.3% similar) in 27 aa overlap (1-26:84-110) 
 
                                              10        20          
PAT___                               WIDDLER-LQDRYPWLVAEVEGVVAGIAYA 
                                     :.:: .   .:.:     :.:::.  :    
gi|144 RNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMK 
            60        70        80        90       100       110    
 
      30        40        50        60        70        80 
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PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                           
gi|144 FYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD             
           120       130       140       150               
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (24-40:74-90) 
 
                      10        20        30        40        50    
PAT___        WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
            60        70        80                                  
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAV                                  
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.0  bits: 22.2 E():  4.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (24-40:91-107) 
 
                      10        20        30        40        50    
PAT___        WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAV                                  
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.0  bits: 22.2 E():  4.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (24-40:91-107) 
 
                      10        20        30        40        50    
PAT___        WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAV                                  
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 88.9  bits: 21.2 E():  5.7 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (5-33:32-61) 
 
                                         10        20         30    
PAT___                           WIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
            40        50        60        70        80      
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV      
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.4  bits: 22.4 E():  6.1 
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Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (3-26:41-64) 
 
                                           10        20        30   
PAT___                             WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
             40        50        60        70        80             
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV             
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.8 E():    7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (41-57:32-48) 
 
               20        30        40        50        60        70 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
               80                                                   
PAT___ AQGFKSVVAV                                                   
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 86.2  bits: 17.8 E():  8.1 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:1-14) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                           ::. .: :.. : :                           
gi|323                     GVLFNIQYVNYWFAP                          
                                   10                               
 
               70        80 
PAT___ LYTHLLKSMEAQGFKSVVAV 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 84.1  bits: 20.9 E():   11 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (6-49:16-55) 
 
                         10        20        30        40        50 
PAT___           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
               60        70        80                               
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                               
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gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (13-40:115-140) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
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                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.2  bits: 20.9 E():   12 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (5-33:162-190) 
 
                                         10        20        30     
PAT___                           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
           40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                      
gi|223 VQ                                             
                                                      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.2  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (45-57:63-75) 
 
           20        30        40        50        60        70     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
           80 
PAT___ KSVVAV 
              
gi|387 TIPR   
              
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.6  bits: 22.4 E():   13 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (5-57:217-268) 
 
                                         10        20        30     
PAT___                           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
           40        50        60        70        80               
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV               
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (25-63:12-50) 
 
               10        20        30        40         50          
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGS 
                               :.  :.:  : .  ::  .:  .. . :  :   :: 
gi|947              MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GS 
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                            10        20        30        40        
 
      60        70        80                                        
PAT___ TLYTHLLKSMEAQGFKSVVAV                                        
       :  :                                                         
gi|947 TTATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQ 
         50        60        70        80        90       100       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.2  bits: 20.6 E():   13 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (20-76:105-161) 
 
                          10        20        30        40          
PAT___            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
      50        60         70        80              
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAV              
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (7-52:90-147) 
 
                                       10        20          30     
PAT___                         WIDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                     40        50        60        70        80     
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV     
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (4-65:87-147) 
 
                                          10          20        30  
PAT___                            WIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              40        50          60        70        80          
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAV          
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (4-65:87-147) 
 
                                          10          20        30  
PAT___                            WIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              40        50          60        70        80          
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAV          
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          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (4-65:87-147) 
 
                                          10          20        30  
PAT___                            WIDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              40        50          60        70        80          
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAV          
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (20-63:67-110) 
 
                          10        20        30        40          
PAT___            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                              
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 46; 16.7% identity (54.5% similar) in 66 aa overlap (13-78:32-95) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
        .: :: :. . .  ..  : . ...  . ::. ..                         
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.5  bits: 17.1 E():   21 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (32-39:19-26) 
 
              10        20        30        40        50        60  
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
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              70        80 
PAT___ YTHLLKSMEAQGFKSVVAV 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.5  bits: 17.1 E():   21 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (17-39:9-26) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                       ::.: :.      : ::: ..:.                      
gi|320         YTTEGGTKAEAEDVIP----EG-WKADTSYE                      
                       10             20                            
 
               70        80 
PAT___ LYTHLLKSMEAQGFKSVVAV 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (20-63:127-170) 
 
                          10        20        30        40          
PAT___            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
      50        60        70        80                              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                              
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 20.7 E():   22 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (20-63:127-170) 
 
                          10        20        30        40          
PAT___            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
      50        60        70        80                              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                              
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.1  bits: 17.1 E():   23 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (3-11:7-15) 
 
                   10        20        30        40        50       
PAT___     WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (5-21:32-48) 
 
                                         10        20        30     
PAT___                           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
           40        50        60        70        80       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV       
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gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 45; 27.6% identity (65.5% similar) in 29 aa overlap (3-31:115-143) 
 
                                           10        20        30   
PAT___                             WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :... :.::   :...  :.  ..  :.:  
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
             40        50        60        70        80 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                        
gi|158 GYFKDVPLPVCAALLKQLDSDDDDDQ                       
          150       160       170                       
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 47; 26.2% identity (54.1% similar) in 61 aa overlap (22-80:69-128) 
 
                        10        20        30        40        50  
PAT___          WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
                60        70        80                              
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAV                              
       ..:  .: .: .  . .    :::.: .. :                              
gi|111 ERRSLMGESSEFVGEKVAYALAQGLKVIACVGETLEQREAGSTMAVVAEQTKAIADKIKD 
       100       110       120       130       140       150        
 
gi|111 WTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGAS 
       160       170       180       190       200       210        
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (14-75:147-199) 
 
                                10        20        30        40    
PAT___                  WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
            50        60        70        80                        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                        
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (9-21:36-48) 
 
                                     10        20        30         
PAT___                       WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       40        50        60        70        80   
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV   
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
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          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (9-21:36-48) 
 
                                     10        20        30         
PAT___                       WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
       40        50        60        70        80   
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV   
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.2  bits: 18.3 E():   29 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (3-12:3-12) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
         ::.::.  :.                                                 
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.5  bits: 19.0 E():   31 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (15-39:13-35) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                     ..: : : ..:      :  : :.:                      
gi|856   MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHL 
                 10        20        30          40        50       
 
               70        80                                         
PAT___ LYTHLLKSMEAQGFKSVVAV                                         
                                                                    
gi|856 SEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALES 
         60        70        80        90       100       110       
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 75.2  bits: 16.5 E():   33 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:6-19) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
              .:: .: :.  :.:                                        
gi|183   ATGKVVQDIMPPLLFVVQGKEKPSS                                  
                 10        20                                       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (7-73:125-200) 
 
                                       10        20        30       
PAT___                         WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
         40           50              60        70        80        
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAV        
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
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          220       230       240       250       260       270     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (49-58:31-40) 
 
       20        30        40        50        60        70         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
       80                                                           
PAT___ AV                                                           
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (45-63:174-192) 
 
           20        30        40        50        60        70     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
           80                                                  
PAT___ KSVVAV                                                  
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:276-284) 
 
                                       10        20        30       
PAT___                         WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
         40        50        60        70        80                 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                 
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (20-44:242-266) 
 
                          10        20        30        40          
PAT___            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
      50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (21-41:259-276) 
 
                         10        20        30        40        50 
PAT___           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
               60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (12-32:80-104) 
 
                                  10        20            30        
PAT___                    WIDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                   
gi|408 LTSFRKV                                     
     110                                           
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:289-326) 
 
                         10        20        30          40         
PAT___           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
       50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
        . :. ::...                      
AOID|2 ERGHNSLGINNYVTYATL               
         320       330                  
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:289-326) 
 
                         10        20        30          40         
PAT___           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
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      260       270       280       290          300       310      
 
       50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
        . :. ::...                      
gi|336 ERGHNSLGINNFVTYATL               
         320       330                  
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 18.4 E():   41 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (17-49:85-117) 
 
                             10        20        30        40       
PAT___               WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
         50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
         :                                
gi|128 DCSRVN                             
          120                             
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.2  bits: 15.4 E():   42 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (21-29:1-9) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                           : :.:...:                                
gi|131                     GPVGGVVHAHMMPLL                          
                                   10                               
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 73.2  bits: 15.6 E():   42 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (9-15:4-10) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
               .:  ::.                                              
gi|244      IGNEDCTPWMSTLITPLP                                      
                    10                                              
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 44; 34.8% identity (52.2% similar) in 23 aa overlap (1-23:48-70) 
 
                                             10        20        30 
PAT___                               WIDDLERLQDRYPWLVAEVEGVVAGIAYAG 
                                     :..:   :   .: :   .:: :        
gi|274 SIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSIA 
        20        30        40        50        60        70        
 
               40        50        60        70        80           
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV           
                                                                    
gi|274 ILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDDL 
        80        90       100       110       120       130        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.6  bits: 15.3 E():   46 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (24-31:3-10) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                              :: : :.:                              
gi|751                      ADAGYAPAAPGTQPKA                        
                                    10                              
 
               70        80 
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PAT___ LYTHLLKSMEAQGFKSVVAV 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (9-21:36-48) 
 
                                     10        20        30         
PAT___                       WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
       40        50        60        70        80     
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV     
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (9-21:36-48) 
 
                                     10        20        30         
PAT___                       WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
       40        50        60        70        80     
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV     
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:91-116) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 29.2% identity (75.0% similar) in 24 aa overlap (2-25:71-92) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..:       
gi|534 VENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTLEKI 
               50        60        70        80          90         
 
              40        50        60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV            
                                                                    
gi|534 CNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHSDAY 
      100       110       120       130       140       150         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (21-41:277-294) 
 
                         10        20        30        40        50 
PAT___           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
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        250       260       270       280          290       300    
 
               60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                      
gi|156 QAGNNLMMIEQYPYVVIM             
           310       320              
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (21-41:277-294) 
 
                         10        20        30        40        50 
PAT___           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                      
gi|275 QAGNNLMMIEQYPYVVIM             
           310       320              
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:72-95) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..: :     
gi|132 VENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALEKV 
              50        60        70        80          90          
 
              40        50        60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV            
                                                                    
gi|132 CNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAY 
     100       110       120       130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
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PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:92-117) 
 
         30        40        50        60          70        80     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAV     
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
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             130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:72-95) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..: :     
gi|261 VENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALEKV 
              50        60        70        80          90          
 
              40        50        60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV            
                                                                    
gi|261 CNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAY 
     100       110       120       130       140       150          
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:72-95) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..: :     
gi|132 VENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALEKV 
              50        60        70        80          90          
 
              40        50        60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV            
                                                                    
gi|132 CNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAY 
     100       110       120       130       140       150          
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   49 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (24-35:13-24) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                              ::.: :.: ..:                          
gi|219            MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRK 
                          10        20        30        40          
 
               70        80                                         
PAT___ LYTHLLKSMEAQGFKSVVAV                                         
                                                                    
gi|219 PEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLK 
      50        60        70        80        90       100          
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (26-59:250-290) 
 
                    10        20        30        40        50      
PAT___      WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  60        70        80                            
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAV                            
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (26-59:250-290) 
 
                    10        20        30        40        50      
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PAT___      WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  60        70        80                            
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAV                            
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (35-42:234-241) 
 
           10        20        30        40        50        60     
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
           70        80                                             
PAT___ LLKSMEAQGFKSVVAV                                             
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (15-33:80-98) 
 
                               10        20        30        40     
PAT___                 WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
           50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                            
gi|671 STNCATVK                             
     110                                    
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (7-73:125-200) 
 
                                       10        20        30       
PAT___                         WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
         40           50              60        70        80        
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAV        
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (23-43:12-32) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                             ::..:.:.:  . .  .  ::                  
gi|227            MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVA 
                          10        20        30        40          
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               70        80                                     
PAT___ LYTHLLKSMEAQGFKSVVAV                                     
                                                                
gi|227 CCNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
      50        60        70        80        90       100      
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   55 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (5-21:36-52) 
 
                                         10        20        30     
PAT___                           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
           40        50        60        70        80               
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV               
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.9  bits: 19.8 E():   57 
Smith-Waterman score: 47; 34.3% identity (51.4% similar) in 35 aa overlap (1-34:274-307) 
 
                                             10        20           
PAT___                               WIDDLERLQDRYPWLVAEVEGVVAGIAYA- 
                                     ::   :.: :.:  :.:.   :     .:  
gi|601 AMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAKYPIVSIEDPFAE 
           250       260       270        280       290       300   
 
      30        40        50        60        70        80          
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV          
         :.:                                                        
gi|601 DDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKVNQIGTITEAINA 
            310       320       330       340       350       360   
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (45-63:138-156) 
 
           20        30        40        50        60        70     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
           80                                                  
PAT___ KSVVAV                                                  
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (2-48:82-128) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
              40        50        60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV            
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
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>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (6-15:69-78) 
 
                                        10        20        30      
PAT___                          WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
          40        50        60        70        80                
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (4-29:137-162) 
 
                                          10        20        30    
PAT___                            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
            40        50        60        70        80              
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV              
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.1  bits: 15.0 E():   62 
Smith-Waterman score: 28; 37.5% identity (75.0% similar) in 8 aa overlap (1-8:5-12) 
 
                   10        20        30        40        50       
PAT___     WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
           :.:.  .:                                                 
gi|323 ARTAWVDSGAQLGELSY                                            
               10                                                   
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:97-114) 
 
                                           10        20        30   
PAT___                             WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
             40        50        60        70        80             
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV             
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 69.8  bits: 20.3 E():   64 
Smith-Waterman score: 49; 25.0% identity (55.0% similar) in 60 aa overlap (1-53:413-472) 
 
                                                10           20     
PAT___                               W--IDDL-ERLQDRYPWLVAE---VEGV-V 
                                     :  .: : .. ..: :  . .    ::: : 
gi|284 IVDPYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGVKV 
            390       400       410       420       430       440   
 
            30        40        50        60        70        80    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV    
        ..  .  .   . :: ... .:::..  :                               
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gi|284 ENVDVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDKAQ 
            450       460       470       480       490       500   
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (16-39:46-69) 
 
                              10        20        30        40      
PAT___                WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
          50        60        70        80                          
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                          
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (13-40:84-109) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 40; 28.0% identity (72.0% similar) in 25 aa overlap (54-78:3-27) 
 
            30        40        50        60        70        80    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV    
                                     ::.  ..:.. ::   .: .:....      
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (2-22:136-156) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
              40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                         
gi|292 LSDDDRCQGSRD                                      
         170                                             
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 18.0 E():   68 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (5-21:58-74) 
 
                                         10        20        30     
PAT___                           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
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gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
           40        50        60        70        80               
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV               
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.4 E():   69 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (17-39:9-26) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                       ::.: :.      : ::. ..:.                      
gi|320         YTTEGGTKAEAEDVIP----EG-WKVDTSYE                      
                       10             20                            
 
               70        80 
PAT___ LYTHLLKSMEAQGFKSVVAV 
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (2-22:138-158) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
              40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                         
gi|292 LSDDDRCQGSRD                                      
       170                                               
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (2-22:139-159) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
              40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                         
gi|312 LSDDDRCQGSRD                                      
      170       180                                      
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (13-67:100-156) 
 
                                 10        20          30        40 
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
                50        60        70        80                    
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                    
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (45-63:175-193) 
 
           20        30        40        50        60        70     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
           80                                                  
PAT___ KSVVAV                                                  
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.9  bits: 19.7 E():   73 
Smith-Waterman score: 47; 26.9% identity (55.8% similar) in 52 aa overlap (5-55:167-215) 
 
                                         10        20        30     
PAT___                           WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :.: :       ..: .. ::.::   :.  
gi|258 QGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY---WSY 
        140       150       160       170       180       190       
 
           40         50        60        70        80              
PAT___ RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV              
        .. .  :  ... ::  :..:                                       
gi|258 NDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQGRPGQHQ 
           200       210       220       230       240       250    
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (25-40:182-196) 
 
                     10        20        30          40        50   
PAT___       WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
             60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                    
gi|217 DLMMIEEYPYVVIL               
      210       220                 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (25-40:182-196) 
 
                     10        20        30          40        50   
PAT___       WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
             60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                    
gi|217 DLMMIEEYPYVVIL               
      210       220                 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (24-35:13-24) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                              ::.: :.: ..:                          
gi|456            MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRK 
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                          10        20        30        40          
 
               70        80                                         
PAT___ LYTHLLKSMEAQGFKSVVAV                                         
                                                                    
gi|456 PEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLK 
      50        60        70        80        90       100          
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (24-35:13-24) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                              ::.: :.: ..:                          
gi|184            MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRK 
                          10        20        30        40          
 
               70        80                                         
PAT___ LYTHLLKSMEAQGFKSVVAV                                         
                                                                    
gi|184 PEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLK 
      50        60        70        80        90       100          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (49-58:135-144) 
 
       20        30        40        50        60        70         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
       80                                                           
PAT___ AV                                                           
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (49-58:138-147) 
 
       20        30        40        50        60        70         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
       80                                                           
PAT___ AV                                                           
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (20-48:9-37) 
 
               10        20        30        40        50        60 
PAT___ WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                          .:   :. : :  .   .:  :. :.::.             
gi|132            MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPG 
                          10        20        30        40          
 
               70        80                                         
PAT___ LYTHLLKSMEAQGFKSVVAV                                         
                                                                    
gi|132 VDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAI 
      50        60        70        80        90       100          
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>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 43; 31.6% identity (68.4% similar) in 19 aa overlap (2-20:141-159) 
 
                                            10        20        30  
PAT___                              WIDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     ::.::.   .  :.. :..            
gi|995 GKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARKLA 
              120       130       140       150       160       170 
 
              40        50        60        70        80            
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV            
                                                                    
gi|995 ITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDLTN 
              180       190       200       210       220       230 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:97-114) 
 
                                           10        20        30   
PAT___                             WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
             40        50        60        70        80             
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV             
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (49-73:30-54) 
 
       20        30        40        50        60        70         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
       80                                         
PAT___ AV                                         
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (51-70:187-206) 
 
               30        40        50        60        70        80 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (49-75:11-36) 
 
       20        30        40        50        60        70         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
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       80                                                           
PAT___ AV                                                           
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (50-74:222-246) 
 
      20        30        40        50        60        70          
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (15-73:351-416) 
 
                               10        20        30               
PAT___                 WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
        40        50        60        70        80                  
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                  
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (13-40:114-139) 
 
                                 10        20        30        40   
PAT___                   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
             50        60        70        80                       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                       
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 50; 31.7% identity (65.9% similar) in 41 aa overlap (43-78:61-100) 
 
             20        30        40        50             60        
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
        70        80                                                
PAT___ SMEAQGFKSVVAV                                                
       .. ..:..:::                                                  
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gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (48-70:182-206) 
 
        20        30        40        50           60        70     
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
           80       
PAT___ KSVVAV       
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (48-62:118-132) 
 
        20        30        40        50        60        70        
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
        80 
PAT___ VAV 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
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gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
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        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         80                                                         
PAT___ VVAV                                                         
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 32.0% identity (64.0% similar) in 25 aa overlap (56-80:50-74) 
 
          30        40        50        60        70        80      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV      
                                     :.:..  .:: .. :   .:. : :      
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (4-19:87-102) 
 
                                          10        20        30    
PAT___                            WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
            40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                                       
gi|273 ACKKIFGATTLQHHRRRR                              
        120       130                                  
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (6-14:70-78) 
 
                                        10        20        30      
PAT___                          WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
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      40        50        60        70        80        90          
 
          40        50        60        70        80                
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV                
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (49-58:181-190) 
 
       20        30        40        50        60        70         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
       80                                                           
PAT___ AV                                                           
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 16.6 E():   97 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (13-16:15-18) 
 
                 10        20        30        40        50         
PAT___   WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                     ::::                                           
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 80.0% identity (100.0% similar) in 5 aa overlap (6-10:13-17) 
 
                      10        20        30        40        50    
PAT___        WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                   :.:::                                            
gi|471 AANLENDFDNVNEQLQDALS                                         
               10        20                                         
 
>>gi|80553470|gb|ABB52642.1| tropomyosin [Dermatophagoid  (281 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:97-114) 
 
                                           10        20        30   
PAT___                             WIDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|805 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
             40        50        60        70        80             
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV             
                                                                    
gi|805 RKMLEHRSITDEERMEGLENQSKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:43 2011 done: Wed Jan 19 14:40:43 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 47  - 126 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     4     0:== 
  30     0     2:* 
  32     9     8:==* 
  34    11    22:====   * 
  36    33    44:===========   * 
  38    45    73:===============         * 
  40    91   102:===============================  * 
  42   139   125:=========================================*===== 
  44   129   137:===========================================  * 
  46   113   140:======================================        * 
  48   141   134:============================================*== 
  50   141   122:========================================*====== 
  52    98   107:=================================  * 
  54   103    92:==============================*==== 
  56    78    77:=========================* 
  58    72    63:====================*=== 
  60    42    51:==============  * 
  62    50    41:=============*=== 
  64    37    33:==========*== 
  66    28    26:========*= 
  68    22    20:======*= 
  70    10    16:==== * 
  72    27    12:===*===== 
  74    11    10:===* 
  76    11     8:==*= 
  78     6     6:=* 
  80     2     5:=* 
  82     9     3:*== 
  84    15     3:*==== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.61000.00297; mu= 1.4239 0.154 
 mean_var=29.2420 7.588, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.237176 
 Kolmogorov-Smirnov  statistic: 0.0517 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
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The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   70 28.3   0.044 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.3 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.3     4.8 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.3     4.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.2     5.7 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.5     5.9 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.2     6.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.8 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.7     8.4 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.5      10 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.5      10 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.5      10 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.5      10 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.5      10 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.5      10 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 21.0      10 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 20.9      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.4      12 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.2      13 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      13 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.1      14 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   46 20.0      17 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      22 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.1      22 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.1      22 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.1      23 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.1      23 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 19.6      25 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 19.3      26 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   47 20.1      26 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.1      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.3      28 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.8      28 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.8      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.3      29 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.3      29 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.0      31 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.8      32 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      33 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.4      34 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.5      35 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      36 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      37 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      37 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      37 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   47 20.0      38 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   47 20.0      38 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.4      39 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.4      40 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.3      44 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.6      44 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      46 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      46 
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gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      46 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      46 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   42 18.6      46 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      46 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   42 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      47 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      47 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      47 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.6      47 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   42 18.6      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   42 18.6      47 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.9      47 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.9      47 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.6      47 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      48 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      48 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      49 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.1      50 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      54 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.0      55 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      57 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   44 19.1      57 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.8      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.3      61 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.5      63 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      64 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.5      65 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      67 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 18.0      68 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   41 18.2      68 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      69 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 19.0      69 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.8      70 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.4      71 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      72 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      72 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      72 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      72 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      75 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      77 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   48 20.0      78 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   43 18.7      78 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.7      78 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.4      81 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      82 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.4      83 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.0      83 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.4      84 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      85 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.6      88 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      90 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      93 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      93 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      93 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      93 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      93 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      93 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      93 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      93 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      93 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      93 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.6      94 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.3      94 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      94 
gi|80553470|gb|ABB52642.1| tropomyosin [Dermatopha ( 281)   42 18.3      97 
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gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.5      98 
gi|156938889|gb|ABU97466.1| group 10 allergen Blo  ( 284)   42 18.3      98 
gi|48249227|gb|AAT40866.1| tropomyosin [Tyrophagus ( 284)   42 18.3      98 
gi|208970286|gb|ACI32128.1| tropomyosin [Dermatoph ( 284)   42 18.3      98 
gi|2440053|emb|CAA75141.1| tropomyosin [Dermatopha ( 284)   42 18.3      98 
gi|2353266|gb|AAB69424.1| tropomyosin [Dermatophag ( 284)   42 18.3      98 
gi|42559584|sp|Q23939.2|TPM_DERFA RecName: Full=Tr ( 284)   42 18.3      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  70  Z-score: 126.8  bits: 28.3 E(): 0.044 
Smith-Waterman score: 70; 31.4% identity (62.9% similar) in 35 aa overlap (46-80:16-50) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
          80                                                        
PAT___ VVAVI                                                        
        .:..                                                        
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.0  bits: 21.6 E():  3.4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (26-39:53-66) 
 
                    10        20        30        40        50      
PAT___      IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
          60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVI 
                                 
gi|323 RTNAAVTVR                 
             90                  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.1  bits: 22.3 E():  4.3 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (23-39:74-90) 
 
                       10        20        30        40        50   
PAT___         IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
             60        70        80                                 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVI                                 
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (23-39:91-107) 
 
                       10        20        30        40        50   
PAT___         IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVI                                 
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1475



 

 

 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (23-39:91-107) 
 
                       10        20        30        40        50   
PAT___         IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVI                                 
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 88.9  bits: 21.2 E():  5.7 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (4-32:32-61) 
 
                                          10        20         30   
PAT___                            IDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
             40        50        60        70        80     
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI     
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 22.5 E():  5.9 
Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (2-25:41-64) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.0  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 21.9 E():  6.8 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (40-56:32-48) 
 
      10        20        30        40        50        60          
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
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                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
      70        80                                                  
PAT___ AQGFKSVVAVI                                                  
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 85.8  bits: 17.7 E():  8.4 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:1-14) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                          ::. .: :.. : :                            
gi|323                    GVLFNIQYVNYWFAP                           
                                  10                                
 
               70        80 
PAT___ YTHLLKSMEAQGFKSVVAVI 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (12-39:115-140) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 84.3  bits: 21.0 E():   10 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (5-48:16-55) 
 
                          10        20        30        40          
PAT___            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
      50        60        70        80                              
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                              
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (4-32:162-190) 
 
                                          10        20        30    
PAT___                            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
            40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                       
gi|223 VQ                                              
                                                       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.2  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (44-56:63-75) 
 
            20        30        40        50        60        70    
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PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
            80 
PAT___ KSVVAVI 
               
gi|387 TIPR    
               
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 83.0  bits: 22.4 E():   12 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (4-56:217-268) 
 
                                          10        20        30    
PAT___                            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
            40        50        60        70        80              
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI              
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.8  bits: 22.2 E():   13 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (24-62:12-50) 
 
               10        20        30        40         50          
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGST 
                              :.  :.:  : .  ::  .:  .. . :  :   ::: 
gi|947             MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GST 
                           10        20        30        40         
 
      60        70        80                                        
PAT___ LYTHLLKSMEAQGFKSVVAVI                                        
         :                                                          
gi|947 TATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQD 
        50        60        70        80        90       100        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.4  bits: 20.6 E():   13 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (19-75:105-161) 
 
                           10        20        30        40         
PAT___             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
       50        60         70        80             
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVI             
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 82.1  bits: 21.1 E():   14 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (6-51:90-147) 
 
                                        10        20          30    
PAT___                          IDDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                      40        50        60        70        80    
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI    
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       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (3-64:87-147) 
 
                                           10          20        30 
PAT___                             IDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               40        50          60        70        80         
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVI         
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (3-64:87-147) 
 
                                           10          20        30 
PAT___                             IDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               40        50          60        70        80         
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVI         
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (3-64:87-147) 
 
                                           10          20        30 
PAT___                             IDDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               40        50          60        70        80         
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVI         
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (19-62:67-110) 
 
                           10        20        30        40         
PAT___             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
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       50        60        70        80                             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                             
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 46; 16.7% identity (54.5% similar) in 66 aa overlap (12-77:32-95) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
        .: :: :. . .  ..  : . ...  . ::. ..                         
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (19-62:127-170) 
 
                           10        20        30        40         
PAT___             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
       50        60        70        80                             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                             
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 20.7 E():   22 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (19-62:127-170) 
 
                           10        20        30        40         
PAT___             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
       50        60        70        80                             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                             
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.3  bits: 17.1 E():   22 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (16-38:9-26) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                      ::.: :.      : ::: ..:.                       
gi|320        YTTEGGTKAEAEDVIP----EG-WKADTSYE                       
                      10             20                             
 
               70        80 
PAT___ YTHLLKSMEAQGFKSVVAVI 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 78.3  bits: 17.1 E():   22 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (31-38:19-26) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     ::: ..:.                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
               70        80 
PAT___ YTHLLKSMEAQGFKSVVAVI 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.9  bits: 17.1 E():   23 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (2-10:7-15) 
 
                    10        20        30        40        50      
PAT___      IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.8  bits: 19.1 E():   23 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (4-20:32-48) 
 
                                          10        20        30    
PAT___                            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
            40        50        60        70        80      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI      
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.6 E():   25 
Smith-Waterman score: 45; 27.6% identity (65.5% similar) in 29 aa overlap (2-30:115-143) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :... :.::   :...  :.  ..  :.:  
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
              40        50        60        70        80 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                         
gi|158 GYFKDVPLPVCAALLKQLDSDDDDDQ                        
          150       160       170                        
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 44; 25.0% identity (75.0% similar) in 28 aa overlap (53-80:3-30) 
 
             30        40        50        60        70        80   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI   
                                     ::.  ..:.. ::   .: .:.......   
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 47; 26.2% identity (54.1% similar) in 61 aa overlap (21-79:69-128) 
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                         10        20        30        40        50 
PAT___           IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
                 60        70        80                             
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVI                             
       ..:  .: .: .  . .    :::.: .. :                              
gi|111 ERRSLMGESSEFVGEKVAYALAQGLKVIACVGETLEQREAGSTMAVVAEQTKAIADKIKD 
       100       110       120       130       140       150        
 
gi|111 WTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGAS 
       160       170       180       190       200       210        
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (13-74:147-199) 
 
                                 10        20        30        40   
PAT___                   IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
             50        60        70        80                       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                       
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 50; 31.7% identity (65.9% similar) in 41 aa overlap (42-77:61-100) 
 
              20        30        40        50             60       
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
         70        80                                               
PAT___ SMEAQGFKSVVAVI                                               
       .. ..:..:::                                                  
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (8-20:36-48) 
 
                                      10        20        30        
PAT___                        IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        40        50        60        70        80  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI  
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (8-20:36-48) 
 
                                      10        20        30        
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PAT___                        IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
        40        50        60        70        80  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI  
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (55-80:50-75) 
 
           30        40        50        60        70        80     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI     
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.1  bits: 18.3 E():   29 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (2-11:3-12) 
 
                10        20        30        40        50          
PAT___  IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
         ::.::.  :.                                                 
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (14-38:13-35) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                    ..: : : ..:      :  : :.:                       
gi|856  MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLS 
                10        20        30          40        50        
 
               70        80                                         
PAT___ YTHLLKSMEAQGFKSVVAVI                                         
                                                                    
gi|856 EQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESI 
        60        70        80        90       100       110        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (6-72:125-200) 
 
                                        10        20        30      
PAT___                          IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
          40           50              60        70        80       
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVI       
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 18.7 E():   33 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1486



 

 

Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (48-57:31-40) 
 
        20        30        40        50        60        70        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
        80                                                          
PAT___ AVI                                                          
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 75.0  bits: 16.4 E():   34 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:6-19) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
             .:: .: :.  :.:                                         
gi|183  ATGKVVQDIMPPLLFVVQGKEKPSS                                   
                10        20                                        
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (44-62:174-192) 
 
            20        30        40        50        60        70    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
            80                                                 
PAT___+ KSVVAVI                                                 
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.5 E():   35 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:276-284) 
 
                                        10        20        30      
PAT___                          IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
          40        50        60        70        80                
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (19-43:242-266) 
 
                           10        20        30        40         
PAT___             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
       50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.2  bits: 19.0 E():   37 
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Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.1  bits: 19.7 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (20-40:259-276) 
 
                          10        20        30        40          
PAT___            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
      50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:289-326) 
 
                          10        20        30          40        
PAT___            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
        . :. ::...                       
AOID|2 ERGHNSLGINNYVTYATL                
         320       330                   
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:289-326) 
 
                          10        20        30          40        
PAT___            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
        . :. ::...                       
gi|336 ERGHNSLGINNFVTYATL                
         320       330                   
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
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Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (11-31:80-104) 
 
                                   10        20            30       
PAT___                     IDDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
         40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                    
gi|408 LTSFRKV                                      
     110                                            
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 18.4 E():   40 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (16-48:85-117) 
 
                              10        20        30        40      
PAT___                IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
          50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
         :                                 
gi|128 DCSRVN                              
          120                              
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.9  bits: 15.3 E():   44 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (20-28:1-9) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                          : :.:...:                                 
gi|131                    GPVGGVVHAHMMPLL                           
                                  10                                
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 72.9  bits: 15.6 E():   44 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (8-14:4-10) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
              .:  ::.                                               
gi|244     IGNEDCTPWMSTLITPLP                                       
                   10                                               
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (20-40:277-294) 
 
                          10        20        30        40          
PAT___            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                       
gi|156 QAGNNLMMIEQYPYVVIM              
           310       320               
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (20-40:277-294) 
 
                          10        20        30        40          
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PAT___            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                       
gi|275 QAGNNLMMIEQYPYVVIM              
           310       320               
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (8-20:36-48) 
 
                                      10        20        30        
PAT___                        IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
        40        50        60        70        80    
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI    
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (8-20:36-48) 
 
                                      10        20        30        
PAT___                        IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
        40        50        60        70        80    
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI    
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 29.2% identity (75.0% similar) in 24 aa overlap (1-24:71-92) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..:       
gi|534 VENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--IEGGAVGDTLEKI 
               50        60        70        80          90         
 
               40        50        60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI           
                                                                    
gi|534 CNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKEKAEALFRAVESYLLAHSDAY 
      100       110       120       130       140       150         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:91-116) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
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>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:72-95) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..: :     
gi|132 VENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALEKV 
              50        60        70        80          90          
 
               40        50        60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI           
                                                                    
gi|132 CNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAY 
     100       110       120       130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:92-117) 
 
          30        40        50        60          70        80    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVI    
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:72-95) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..: :     
gi|132 VENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALEKV 
              50        60        70        80          90          
 
               40        50        60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI           
                                                                    
gi|132 CNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAY 
     100       110       120       130       140       150          
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:72-95) 
 
                                             10        20        30 
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PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:...:.. .: . :  .:: ..: :     
gi|261 VENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--IEGGAVGDALEKV 
              50        60        70        80          90          
 
               40        50        60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI           
                                                                    
gi|261 CNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAY 
     100       110       120       130       140       150          
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (25-58:250-290) 
 
                     10        20        30        40        50     
PAT___       IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   60        70        80                           
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVI                           
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (25-58:250-290) 
 
                     10        20        30        40        50     
PAT___       IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   60        70        80                           
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVI                           
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (34-41:234-241) 
 
            10        20        30        40        50        60    
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
            70        80                                            
PAT___ LLKSMEAQGFKSVVAVI                                            
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.2  bits: 15.3 E():   48 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (23-30:3-10) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                             :: : :.:                               
gi|751                     ADAGYAPAAPGTQPKA                         
                                   10                               
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   48 
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Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (23-34:13-24) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                             ::.: :.: ..:                           
gi|219           MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKP 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ YTHLLKSMEAQGFKSVVAVI                                         
                                                                    
gi|219 EGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQ 
               60        70        80        90       100       110 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (14-32:80-98) 
 
                                10        20        30        40    
PAT___                  IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
            50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                             
gi|671 STNCATVK                              
     110                                     
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (6-72:125-200) 
 
                                        10        20        30      
PAT___                          IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
          40           50              60        70        80       
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVI       
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (22-42:12-32) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                            ::..:.:.:  . .  .  ::                   
gi|227           MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVAC 
                         10        20        30        40        50 
 
               70        80                                    
PAT___ YTHLLKSMEAQGFKSVVAVI                                    
                                                               
gi|227 CNSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               60        70        80        90       100      
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 18.0 E():   55 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (4-20:36-52) 
 
                                          10        20        30    
PAT___                            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
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                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI              
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (44-62:138-156) 
 
            20        30        40        50        60        70    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
            80                                                 
PAT___ KSVVAVI                                                 
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 44; 27.7% identity (48.9% similar) in 47 aa overlap (1-47:82-128) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     .:. :  .     .::.   . : :: ::  
gi|857 TYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEKLVKDVVADFGQIDAFIANAGA 
              60        70        80        90       100       110  
 
               40        50        60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI           
           .  : .::.  .:                                            
gi|857 TADSGILDGSVEAWNHVVQVDLNGTFHCAKAVGHHFKERGTGSLVITASMSGHIANFPQE 
             120       130       140       150       160       170  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.8 E():   60 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (3-28:137-162) 
 
                                           10        20        30   
PAT___                             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
             40        50        60        70        80             
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI             
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (5-14:69-78) 
 
                                         10        20        30     
PAT___                           IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
           40        50        60        70        80               
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI               
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gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.2 E():   64 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (15-38:46-69) 
 
                               10        20        30        40     
PAT___                 IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
           50        60        70        80                         
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                         
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.8  bits: 19.5 E():   65 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (12-39:84-109) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.5  bits: 18.2 E():   67 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (1-21:136-156) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
         110       120       130       140       150       160      
 
               40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                          
gi|292 LSDDDRCQGSRD                                       
         170                                              
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (4-20:58-74) 
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                                          10        20        30    
PAT___                            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
            40        50        60        70        80              
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI              
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (1-21:138-158) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|292 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
       110       120       130       140       150       160        
 
               40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                          
gi|292 LSDDDRCQGSRD                                       
       170                                                
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 33.3% identity (52.4% similar) in 21 aa overlap (1-21:139-159) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     . :: : ::  : . .  : .          
gi|312 YLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVV 
      110       120       130       140       150       160         
 
               40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                          
gi|312 LSDDDRCQGSRD                                       
      170       180                                       
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (12-66:100-156) 
 
                                  10        20          30          
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
       40        50        60        70        80                   
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                   
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (44-62:175-193) 
 
            20        30        40        50        60        70    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
            80                                                 
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PAT___ KSVVAVI                                                 
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 47; 26.9% identity (55.8% similar) in 52 aa overlap (4-54:167-215) 
 
                                          10        20        30    
PAT___                            IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :.: :       ..: .. ::.::   :.  
gi|258 QGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY---WSY 
        140       150       160       170       180       190       
 
            40         50        60        70        80             
PAT___ RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI             
        .. .  :  ... ::  :..:                                       
gi|258 NDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQGRPGQHQ 
           200       210       220       230       240       250    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.0  bits: 15.4 E():   71 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (16-38:9-26) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                      ::.: :.      : ::. ..:.                       
gi|320        YTTEGGTKAEAEDVIP----EG-WKVDTSYE                       
                      10             20                             
 
               70        80 
PAT___ YTHLLKSMEAQGFKSVVAVI 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (24-39:182-196) 
 
                      10        20        30          40        50  
PAT___        IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
              60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     
gi|217 DLMMIEEYPYVVIL                
      210       220                  
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (24-39:182-196) 
 
                      10        20        30          40        50  
PAT___        IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
              60        70        80 
PAT___+ QRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     
gi|217 DLMMIEEYPYVVIL                
      210       220                  
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (23-34:13-24) 
 
               10        20        30        40        50        60 
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PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                             ::.: :.: ..:                           
gi|184           MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKP 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ YTHLLKSMEAQGFKSVVAVI                                         
                                                                    
gi|184 EGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQ 
               60        70        80        90       100       110 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (23-34:13-24) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                             ::.: :.: ..:                           
gi|456           MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKP 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ YTHLLKSMEAQGFKSVVAVI                                         
                                                                    
gi|456 EGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLKQ 
               60        70        80        90       100       110 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (48-57:135-144) 
 
        20        30        40        50        60        70        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
        80                                                          
PAT___ AVI                                                          
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (48-57:138-147) 
 
        20        30        40        50        60        70        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
        80                                                          
PAT___ AVI                                                          
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (19-47:9-37) 
 
               10        20        30        40        50        60 
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                         .:   :. : :  .   .:  :. :.::.              
gi|132           MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGV 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ YTHLLKSMEAQGFKSVVAVI                                         
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gi|132 DIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIR 
               60        70        80        90       100       110 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 68.3  bits: 20.0 E():   78 
Smith-Waterman score: 48; 24.6% identity (56.1% similar) in 57 aa overlap (1-52:416-472) 
 
                                              10           20       
PAT___                               IDDL-ERLQDRYPWLVAE---VEGV-VAGI 
                                     .: : .. ..: :  . .    ::: : .. 
gi|284 PYHKMGLAPSALEHPETVLRDPAFYQLWKRVDHLFQKYKNRLPRYTHDELAFEGVKVENV 
         390       400       410       420       430       440      
 
          30        40        50        60        70        80      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI      
         .  .   . :: ... .:::..  :                                  
gi|284 DVGKLYTYFEQYDVSLDMSVYVNKVDQIPNVDVHARQYRLNHKPFTYNIEVSSDKAQDVY 
         450       460       470       480       490       500      
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:141-159) 
 
                                             10        20        30 
PAT___                               IDDLERLQDRYPWLVAEVEGVVAGIAYAGP 
                                     ::.::.   .  :.. :..            
gi|995 GKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARKLA 
              120       130       140       150       160       170 
 
               40        50        60        70        80           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI           
                                                                    
gi|995 ITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDLTN 
              180       190       200       210       220       230 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.4 E():   81 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (50-69:187-206) 
 
      20        30        40        50        60        70          
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
      80                            
PAT___ I                            
                                    
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (48-72:30-54) 
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        20        30        40        50        60        70        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
        80                                        
PAT___ AVI                                        
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (49-73:222-246) 
 
       20        30        40        50        60        70         
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
       80                                                           
PAT___ VI                                                           
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.8  bits: 20.0 E():   83 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (14-72:351-416) 
 
                                10        20        30              
PAT___                  IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
         40        50        60        70        80                 
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                 
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (12-39:114-139) 
 
                                  10        20        30        40  
PAT___                    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
              50        60        70        80                      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                      
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (48-74:11-36) 
 
        20        30        40        50        60        70        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
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gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
        80                                                          
PAT___ AVI                                                          
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.6 E():   88 
Smith-Waterman score: 40; 27.9% identity (59.0% similar) in 61 aa overlap (2-57:9-69) 
 
                       10        20         30           40         
PAT___        IDDLERL-QDRYPWLVAEVEGVVA-GIAYAGPWKARNA---YDWTVESTVYVS 
               .:  :: ...   ..::.:   :   : :.  .:.::   : .....:.  : 
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI                             
       .  ..:  :                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (47-69:182-206) 
 
         20        30        40        50           60        70    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
            80      
PAT___ KSVVAVI      
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (47-61:118-132) 
 
         20        30        40        50        60        70       
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
         80 
PAT___ VAVI 
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1503



 

 

         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          80                                                        
PAT___ VVAVI                                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (5-13:70-78) 
 
                                         10        20        30     
PAT___                           IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
           40        50        60        70        80               
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI               
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
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>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (3-18:87-102) 
 
                                           10        20        30   
PAT___                             IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
             40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                                        
gi|273 ACKKIFGATTLQHHRRRR                               
        120       130                                   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (48-57:181-190) 
 
        20        30        40        50        60        70        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
        80                                                          
PAT___ AVI                                                          
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|80553470|gb|ABB52642.1| tropomyosin [Dermatophagoid  (281 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|805 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|805 RKMLEHRSITDEERMEGLENQSKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 16.5 E():   98 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (12-15:15-18) 
 
                  10        20        30        40        50        
PAT___    IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                     ::::                                           
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
>>gi|156938889|gb|ABU97466.1| group 10 allergen Blo t 10  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ANTKLEEKEKSLQTAEGDVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
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gi|156 RKMLEHRSITDEERMDGLESQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|48249227|gb|AAT40866.1| tropomyosin [Tyrophagus put  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|482 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|482 RKMLEHRSITDEERMDGLESQLKEARLMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|208970286|gb|ACI32128.1| tropomyosin [Dermatophagoi  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|208 ANTKLEEKEKAPQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|208 RKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|2440053|emb|CAA75141.1| tropomyosin [Dermatophagoid  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|244 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|244 RKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|2353266|gb|AAB69424.1| tropomyosin [Dermatophagoide  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
 
                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|235 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|235 RKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|42559584|sp|Q23939.2|TPM_DERFA RecName: Full=Tropom  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:97-114) 
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                                            10        20        30  
PAT___                              IDDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|425 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI            
                                                                    
gi|425 RKMLEHRSITDEERMDGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:43 2011 done: Wed Jan 19 14:40:43 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 48  - 127 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     4     0:== 
  30     1     2:* 
  32     9     8:==* 
  34    13    22:=====  * 
  36    36    44:============  * 
  38    41    73:==============          * 
  40    70   102:========================         * 
  42   148   125:=========================================*======== 
  44   122   137:=========================================    * 
  46   146   140:==============================================*== 
  48   141   134:============================================*== 
  50   124   122:========================================*= 
  52    97   107:=================================  * 
  54   106    92:==============================*===== 
  56    80    77:=========================*= 
  58    68    63:====================*== 
  60    44    51:=============== * 
  62    52    41:=============*==== 
  64    35    33:==========*= 
  66    31    26:========*== 
  68    21    20:======* 
  70    10    16:==== * 
  72    23    12:===*==== 
  74    12    10:===* 
  76    10     8:==*= 
  78     6     6:=* 
  80     2     5:=* 
  82     8     3:*== 
  84    16     3:*===== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1507



 

 

  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.65270.00298; mu= 1.2427 0.155 
 mean_var=28.5734 7.110, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.239935 
 Kolmogorov-Smirnov  statistic: 0.0504 (N=29) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   70 28.5    0.04 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.7     3.2 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.4     4.1 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.3     4.6 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.3     4.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.6     4.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.3     5.4 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   54 22.5     5.7 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.2     6.2 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.5 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.8     7.9 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.6     9.8 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 21.0     9.9 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.6      10 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.6      10 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.6      10 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.6      10 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.6      10 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 21.0      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.0      11 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.5      12 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.2      12 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.7      13 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.2      13 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.2      14 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.2      14 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.2      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   46 20.1      17 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      20 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.2      21 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.2      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   35 17.1      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.2      23 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 19.7      24 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 19.4      25 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1508



 

 

gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.1      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      27 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.9      27 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   40 18.3      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.3      28 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.1      30 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.8      31 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.5      32 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      32 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      33 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.6      34 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      35 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      36 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.8      37 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   47 20.0      37 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   47 20.0      37 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.5      38 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.5      39 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.4      42 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.6      42 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      45 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      45 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      45 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      45 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      45 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      46 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      46 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      46 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      46 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      46 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      46 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      46 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.9      46 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.9      46 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      47 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      47 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      48 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.2      50 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      53 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.1      54 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 19.9      54 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.8      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.3      60 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   42 18.5      62 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.3      63 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.5      64 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 18.0      66 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 19.0      68 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      68 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.4      68 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.8      69 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      70 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      70 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.0      71 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.0      71 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   45 19.2      76 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      76 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   43 18.7      77 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.4      80 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.2      80 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.4      82 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.0      83 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      83 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.4      84 
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gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.6      86 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      89 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      91 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      91 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      91 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      91 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      91 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      91 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      91 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      91 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      91 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      91 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.4      92 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.6      92 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      93 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.6      95 
gi|80553470|gb|ABB52642.1| tropomyosin [Dermatopha ( 281)   42 18.4      96 
gi|48249227|gb|AAT40866.1| tropomyosin [Tyrophagus ( 284)   42 18.4      97 
gi|2353266|gb|AAB69424.1| tropomyosin [Dermatophag ( 284)   42 18.4      97 
gi|156938889|gb|ABU97466.1| group 10 allergen Blo  ( 284)   42 18.4      97 
gi|208970286|gb|ACI32128.1| tropomyosin [Dermatoph ( 284)   42 18.4      97 
gi|42559584|sp|Q23939.2|TPM_DERFA RecName: Full=Tr ( 284)   42 18.4      97 
gi|2440053|emb|CAA75141.1| tropomyosin [Dermatopha ( 284)   42 18.4      97 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  70  Z-score: 127.7  bits: 28.5 E(): 0.04 
Smith-Waterman score: 70; 31.4% identity (62.9% similar) in 35 aa overlap (45-79:16-50) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
           80                                                       
PAT___ VVAVIG                                                       
        .:..                                                        
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.5  bits: 21.7 E():  3.2 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (25-38:53-66) 
 
                     10        20        30        40        50     
PAT___       DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
           60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIG 
                                  
gi|323 RTNAAVTVR                  
             90                   
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.5  bits: 22.4 E():  4.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (22-38:74-90) 
 
                        10        20        30        40        50  
PAT___          DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
              60        70        80                                
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIG                                
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
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           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.6  bits: 22.3 E():  4.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (22-38:91-107) 
 
                        10        20        30        40        50  
PAT___          DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIG                                
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.6  bits: 22.3 E():  4.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (22-38:91-107) 
 
                        10        20        30        40        50  
PAT___          DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIG                                
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.2  bits: 22.6 E():  4.8 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (20-80:69-129) 
 
                          10        20        30        40          
PAT___            DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
      50          60        70        80                            
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIG                            
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 89.4  bits: 21.3 E():  5.4 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (3-31:32-61) 
 
                                           10        20         30  
PAT___                             DDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
              40        50        60        70        80    
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG    
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.0  bits: 22.5 E():  5.7 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1511



 

 

Smith-Waterman score: 54; 41.7% identity (58.3% similar) in 24 aa overlap (1-24:41-64) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :::. :: .:  :  : . :  :.       
gi|219 MKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAK 
               20        30        40        50        60        70 
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|219 LETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVL 
               80        90       100       110       120       130 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.3  bits: 23.2 E():  6.2 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (39-55:32-48) 
 
       10        20        30        40        50        60         
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
       70        80                                                 
PAT___ AQGFKSVVAVIG                                                 
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 86.4  bits: 17.8 E():  7.9 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:1-14) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                         ::. .: :.. : :                             
gi|323                   GVLFNIQYVNYWFAP                            
                                 10                                 
 
               70        80 
PAT___ THLLKSMEAQGFKSVVAVIG 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (11-38:115-140) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1512



 

 

                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 84.6  bits: 21.0 E():  9.9 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (4-47:16-55) 
 
                           10        20        30        40         
PAT___             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
       50        60        70        80                             
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                             
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
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                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.7  bits: 21.0 E():   11 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (3-31:162-190) 
 
                                           10        20        30   
PAT___                             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
             40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                                        
gi|223 VQ                                               
                                                        
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.6  bits: 20.0 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (43-55:63-75) 
 
             20        30        40        50        60        70   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
             80 
PAT___ KSVVAVIG 
                
gi|387 TIPR     
                
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 83.2  bits: 22.5 E():   12 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (3-55:217-268) 
 
                                           10        20        30   
PAT___                             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
             40        50        60        70        80             
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG             
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (23-61:12-50) 
 
               10        20        30        40         50          
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTL 
                             :.  :.:  : .  ::  .:  .. . :  :   :::  
gi|947            MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTT 
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                          10        20        30        40          
 
      60        70        80                                        
PAT___ YTHLLKSMEAQGFKSVVAVIG                                        
        :                                                           
gi|947 ATCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDI 
       50        60        70        80        90       100         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.7  bits: 20.7 E():   13 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (18-74:105-161) 
 
                            10        20        30        40        
PAT___              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
        50        60         70        80            
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIG            
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (5-50:90-147) 
 
                                         10        20          30   
PAT___                           DDLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                       40        50        60        70        80   
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG   
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (2-63:87-147) 
 
                                            10          20          
PAT___                              DDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
      30        40        50          60        70        80        
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIG        
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (2-63:87-147) 
 
                                            10          20          
PAT___                              DDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
      30        40        50          60        70        80        
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIG        
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          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (2-63:87-147) 
 
                                            10          20          
PAT___                              DDLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
      30        40        50          60        70        80        
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIG        
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (18-61:67-110) 
 
                            10        20        30        40        
PAT___              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                            
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 46; 16.7% identity (54.5% similar) in 66 aa overlap (11-76:32-95) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
        .: :: :. . .  ..  : . ...  . ::. ..                         
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (18-61:127-170) 
 
                            10        20        30        40        
PAT___              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
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        50        60        70        80                            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                            
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.7  bits: 17.2 E():   21 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (15-37:9-26) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                     ::.: :.      : ::: ..:.                        
gi|320       YTTEGGTKAEAEDVIP----EG-WKADTSYE                        
                     10             20                              
 
               70        80 
PAT___ THLLKSMEAQGFKSVVAVIG 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.7  bits: 17.2 E():   21 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (30-37:19-26) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                    ::: ..:.                        
gi|320            YTTEGGKKVEAEDVIPEGWKADTSYE                        
                          10        20                              
 
               70        80 
PAT___ THLLKSMEAQGFKSVVAVIG 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (18-61:127-170) 
 
                            10        20        30        40        
PAT___              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
        50        60        70        80                            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                            
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.3  bits: 17.1 E():   22 
Smith-Waterman score: 35; 55.6% identity (88.9% similar) in 9 aa overlap (1-9:7-15) 
 
                     10        20        30        40        50     
PAT___       DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
             .:::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.1  bits: 19.2 E():   23 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (3-19:32-48) 
 
                                           10        20        30   
PAT___                             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
             40        50        60        70        80     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG     
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gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 45; 27.6% identity (65.5% similar) in 29 aa overlap (1-29:115-143) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     :... :.::   :...  :.  ..  :.:  
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
               40        50        60        70        80 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                                          
gi|158 GYFKDVPLPVCAALLKQLDSDDDDDQ                         
          150       160       170                         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 44; 25.0% identity (75.0% similar) in 28 aa overlap (52-79:3-30) 
 
              30        40        50        60        70        80  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG  
                                     ::.  ..:.. ::   .: .:.......   
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.8  bits: 20.1 E():   27 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (12-73:147-199) 
 
                                  10        20        30        40  
PAT___                    DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
              50        60        70        80                      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                      
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 50; 31.7% identity (65.9% similar) in 41 aa overlap (41-76:61-100) 
 
               20        30        40        50             60      
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
          70        80                                              
PAT___ SMEAQGFKSVVAVIG                                              
       .. ..:..:::                                                  
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (7-19:36-48) 
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                                       10        20        30       
PAT___                         DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                                    
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (7-19:36-48) 
 
                                       10        20        30       
PAT___                         DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
         40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                                    
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          70        80        90       100          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.4  bits: 18.3 E():   28 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (1-10:3-12) 
 
                 10        20        30        40        50         
PAT___   DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
         ::.::.  :.                                                 
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (54-79:50-75) 
 
            30        40        50        60        70        80    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG    
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (13-37:13-35) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
               70        80                                         
PAT___ THLLKSMEAQGFKSVVAVIG                                         
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (5-71:125-200) 
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                                         10        20        30     
PAT___                           DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
           40           50              60        70        80      
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIG      
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 75.4  bits: 16.5 E():   32 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:6-19) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
            .:: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (47-56:31-40) 
 
         20        30        40        50        60        70       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
         80                                                         
PAT___ AVIG                                                         
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (43-61:174-192) 
 
             20        30        40        50        60        70   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
             80                                                
PAT___ KSVVAVIG                                                
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:276-284) 
 
                                         10        20        30     
PAT___                           DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
           40        50        60        70        80               
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG               
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
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         310       320       330       340       350       360      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (18-42:242-266) 
 
                            10        20        30        40        
PAT___              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (19-39:259-276) 
 
                           10        20        30        40         
PAT___             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
       50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:289-326) 
 
                           10        20        30          40       
PAT___             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
         50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
        . :. ::...                        
AOID|2 ERGHNSLGINNYVTYATL                 
         320       330                    
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
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 initn:  37 init1:  37 opt:  47  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:289-326) 
 
                           10        20        30          40       
PAT___             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
         50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
        . :. ::...                        
gi|336 ERGHNSLGINNFVTYATL                 
         320       330                    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (10-30:80-104) 
 
                                    10        20            30      
PAT___                      DDLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
          40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                                     
gi|408 LTSFRKV                                       
     110                                             
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.7  bits: 18.5 E():   39 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (15-47:85-117) 
 
                               10        20        30        40     
PAT___                 DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
           50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
         :                                  
gi|128 DCSRVN                               
          120                               
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.3  bits: 15.4 E():   42 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (19-27:1-9) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                         : :.:...:                                  
gi|131                   GPVGGVVHAHMMPLL                            
                                 10                                 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 73.2  bits: 15.6 E():   42 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (7-13:4-10) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
             .:  ::.                                                
gi|244    IGNEDCTPWMSTLITPLP                                        
                  10                                                
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (7-19:36-48) 
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                                       10        20        30       
PAT___                         DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
         40        50        60        70        80   
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG   
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (7-19:36-48) 
 
                                       10        20        30       
PAT___                         DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
         40        50        60        70        80   
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG   
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (19-39:277-294) 
 
                           10        20        30        40         
PAT___             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                        
gi|275 QAGNNLMMIEQYPYVVIM               
           310       320                
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (19-39:277-294) 
 
                           10        20        30        40         
PAT___             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                        
gi|156 QAGNNLMMIEQYPYVVIM               
           310       320                
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:91-116) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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              130       140       150          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.6  bits: 15.3 E():   45 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (22-29:3-10) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                            :: : :.:                                
gi|751                    ADAGYAPAAPGTQPKA                          
                                  10                                
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
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gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:92-117) 
 
           30        40        50          60        70        80   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIG   
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (24-57:250-290) 
 
                      10        20        30        40        50    
PAT___        DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    60        70        80                          
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIG                          
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (24-57:250-290) 
 
                      10        20        30        40        50    
PAT___        DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
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                    60        70        80                          
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIG                          
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.7 E():   47 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (33-40:234-241) 
 
             10        20        30        40        50        60   
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
             70        80                                           
PAT___ LLKSMEAQGFKSVVAVIG                                           
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (22-33:13-24) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                            ::.: :.: ..:                            
gi|219          MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPE 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ THLLKSMEAQGFKSVVAVIG                                         
                                                                    
gi|219 GTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQK 
              60        70        80        90       100       110  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (13-31:80-98) 
 
                                 10        20        30        40   
PAT___                   DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
             50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                              
gi|671 STNCATVK                               
     110                                      
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (5-71:125-200) 
 
                                         10        20        30     
PAT___                           DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
           40           50              60        70        80      
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIG      
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
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          220       230       240       250       260       270     
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (21-41:12-32) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                           ::..:.:.:  . .  .  ::                    
gi|227          MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACC 
                        10        20        30        40        50  
 
               70        80                                   
PAT___ THLLKSMEAQGFKSVVAVIG                                   
                                                              
gi|227 NSGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
              60        70        80        90       100      
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (3-19:36-52) 
 
                                           10        20        30   
PAT___                             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG             
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:184-210) 
 
             30        40        50        60        70        80   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG   
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (43-61:138-156) 
 
             20        30        40        50        60        70   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
             80                                                
PAT___ KSVVAVIG                                                
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.8 E():   59 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (2-27:137-162) 
 
                                            10        20        30  
PAT___                              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
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        110       120       130       140       150       160       
 
              40        50        60        70        80            
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG            
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (4-13:69-78) 
 
                                          10        20        30    
PAT___                            DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
            40        50        60        70        80              
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG              
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.5 E():   62 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|156 RKMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLG 
        130       140       150       160       170       180       
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (14-37:46-69) 
 
                                10        20        30        40    
PAT___                  DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
            50        60        70        80                        
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                        
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (11-38:84-109) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
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>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (3-19:58-74) 
 
                                           10        20        30   
PAT___                             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
             40        50        60        70        80             
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG             
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (11-65:100-156) 
 
                                   10        20          30         
PAT___                     DDLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
        40        50        60        70        80                  
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                  
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (43-61:175-193) 
 
             20        30        40        50        60        70   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
             80                                                
PAT___ KSVVAVIG                                                
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.4 E():   68 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (15-37:9-26) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                     ::.: :.      : ::. ..:.                        
gi|320       YTTEGGTKAEAEDVIP----EG-WKVDTSYE                        
                     10             20                              
 
               70        80 
PAT___ THLLKSMEAQGFKSVVAVIG 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 69.2  bits: 19.8 E():   69 
Smith-Waterman score: 47; 26.9% identity (55.8% similar) in 52 aa overlap (3-53:167-215) 
 
                                           10        20        30   
PAT___                             DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :.: :       ..: .. ::.::   :.  
gi|258 QGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY---WSY 
        140       150       160       170       180       190       
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             40         50        60        70        80            
PAT___ RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG            
        .. .  :  ... ::  :..:                                       
gi|258 NDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQGRPGQHQ 
           200       210       220       230       240       250    
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (23-38:182-196) 
 
                       10        20        30          40        50 
PAT___         DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                      
gi|217 DLMMIEEYPYVVIL                 
      210       220                   
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (23-38:182-196) 
 
                       10        20        30          40        50 
PAT___         DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                      
gi|217 DLMMIEEYPYVVIL                 
      210       220                   
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (22-33:13-24) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                            ::.: :.: ..:                            
gi|184          MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPE 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ THLLKSMEAQGFKSVVAVIG                                         
                                                                    
gi|184 GTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQK 
              60        70        80        90       100       110  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (22-33:13-24) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                            ::.: :.: ..:                            
gi|456          MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPE 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ THLLKSMEAQGFKSVVAVIG                                         
                                                                    
gi|456 GTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLKQK 
              60        70        80        90       100       110  
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (47-56:135-144) 
 
         20        30        40        50        60        70       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
         80                                                         
PAT___ AVIG                                                         
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (47-56:138-147) 
 
         20        30        40        50        60        70       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
         80                                                         
PAT___ AVIG                                                         
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.6  bits: 19.2 E():   76 
Smith-Waterman score: 45; 24.5% identity (55.1% similar) in 49 aa overlap (32-80:112-154) 
 
              10        20        30        40        50        60  
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
              70        80                                          
PAT___ HLLKSMEAQGFKSVVAVIG                                          
          :.....: :  ..  :                                          
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (18-46:9-37) 
 
               10        20        30        40        50        60 
PAT___ DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                        .:   :. : :  .   .:  :. :.::.               
gi|132          MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVD 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ THLLKSMEAQGFKSVVAVIG                                         
                                                                    
gi|132 IIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRA 
              60        70        80        90       100       110  
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 43; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     ::::: : .    ....:             
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gi|219 SVAKLEAAEKRLTETEDEIKGYTRKIQLLEDDLERTQTKLDEATGKLEEATKSADESERG 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|219 RKVLESRSLADDDRIDGLEKQVKDAKYVAEESDRKYDEAARKLAITEVDLERAETRLEAA 
        130       140       150       160       170       180       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (49-68:187-206) 
 
       20        30        40        50        60        70         
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
       80                           
PAT___ IG                           
                                    
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        220       230       240     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.1  bits: 17.2 E():   80 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (47-71:30-54) 
 
         20        30        40        50        60        70       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
         80                                       
PAT___ AVIG                                       
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (48-72:222-246) 
 
        20        30        40        50        60        70        
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
        80                                                          
PAT___ VIG                                                          
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.8  bits: 20.0 E():   83 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (13-71:351-416) 
 
                                 10        20        30             
PAT___                   DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
          40        50        60        70        80                
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
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              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (47-73:11-36) 
 
         20        30        40        50        60        70       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
         80                                                         
PAT___ AVIG                                                         
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (11-38:114-139) 
 
                                   10        20        30        40 
PAT___                     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
               50        60        70        80                     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                     
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 40; 27.9% identity (59.0% similar) in 61 aa overlap (1-56:9-69) 
 
                        10        20         30           40        
PAT___         DDLERL-QDRYPWLVAEVEGVVA-GIAYAGPWKARNA---YDWTVESTVYVS 
               .:  :: ...   ..::.:   :   : :.  .:.::   : .....:.  : 
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG                            
       .  ..:  :                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (46-68:182-206) 
 
          20        30        40        50           60        70   
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
             80     
PAT___ KSVVAVIG     
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   91 
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Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (46-60:118-132) 
 
          20        30        40        50        60        70      
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
          80 
PAT___ VAVIG 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
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gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:67-86) 
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           20        30        40        50        60        70     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           80                                                       
PAT___ VVAVIG                                                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (2-17:87-102) 
 
                                            10        20        30  
PAT___                              DDLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
              40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                                         
gi|273 ACKKIFGATTLQHHRRRR                                
        120       130                                    
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (4-12:70-78) 
 
                                          10        20        30    
PAT___                            DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
            40        50        60        70        80              
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG              
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (47-56:181-190) 
 
         20        30        40        50        60        70       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
         80                                                         
PAT___ AVIG                                                         
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 16.6 E():   95 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (11-14:15-18) 
 
                   10        20        30        40        50       
PAT___     DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                     ::::                                           
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
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>>gi|80553470|gb|ABB52642.1| tropomyosin [Dermatophagoid  (281 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|805 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|805 RKMLEHRSITDEERMEGLENQSKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|48249227|gb|AAT40866.1| tropomyosin [Tyrophagus put  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|482 ATTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|482 RKMLEHRSITDEERMDGLESQLKEARLMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|2353266|gb|AAB69424.1| tropomyosin [Dermatophagoide  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|235 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|235 RKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|156938889|gb|ABU97466.1| group 10 allergen Blo t 10  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|156 ANTKLEEKEKSLQTAEGDVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|156 RKMLEHRSITDEERMDGLESQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|208970286|gb|ACI32128.1| tropomyosin [Dermatophagoi  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
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gi|208 ANTKLEEKEKAPQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|208 RKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|42559584|sp|Q23939.2|TPM_DERFA RecName: Full=Tropom  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|425 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|425 RKMLEHRSITDEERMDGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|2440053|emb|CAA75141.1| tropomyosin [Dermatophagoid  (284 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:97-114) 
 
                                             10        20        30 
PAT___                               DDLERLQDRYPWLVAEVEGVVAGIAYAGPW 
                                     .:::: ..:    .:..:             
gi|244 ANTKLEEKEKALQTAEGDVAALNRRIQLIEEDLERSEERLKIATAKLEEASQSADESERM 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG           
                                                                    
gi|244 RKMLEHRSITDEERMEGLENQLKEARMMAEDADRKYDEVARKLAMVEADLERAEERAETG 
        130       140       150       160       170       180       
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 80.0% identity (100.0% similar) in 5 aa overlap (4-8:13-17) 
 
                        10        20        30        40        50  
PAT___          DDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                   :.:::                                            
gi|471 AANLENDFDNVNEQLQDALS                                         
               10        20                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:43 2011 done: Wed Jan 19 14:40:44 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 49  - 128 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     3     0:= 
  30     1     2:* 
  32     9     8:==* 
  34    18    22:====== * 
  36    34    44:============  * 
  38    51    73:=================       * 
  40    65   102:======================           * 
  42   154   125:=========================================*========== 
  44   114   137:======================================       * 
  46   125   140:==========================================    * 
  48   138   134:============================================*= 
  50   140   122:========================================*====== 
  52   104   107:===================================* 
  54   105    92:==============================*==== 
  56    77    77:=========================* 
  58    69    63:====================*== 
  60    48    51:================* 
  62    51    41:=============*=== 
  64    33    33:==========* 
  66    29    26:========*= 
  68    19    20:======* 
  70    12    16:==== * 
  72    23    12:===*==== 
  74    12    10:===* 
  76    10     8:==*= 
  78     7     6:=*= 
  80     1     5:=* 
  82     7     3:*== 
  84    17     3:*===== 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.55230.00298; mu= 1.7498 0.155 
 mean_var=28.0129 6.818, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.242323 
 Kolmogorov-Smirnov  statistic: 0.0517 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   70 28.6   0.036 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.8       3 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.5     3.9 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.4     4.3 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.4     4.3 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.7     4.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.3     5.2 
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gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.4     5.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.0     6.1 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.8       8 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.7     9.1 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.3 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.7     9.3 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.3 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.3 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.7     9.3 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 21.1     9.4 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 21.1      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.0      11 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 22.6      11 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.3      11 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.7      12 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.3      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.5      13 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 21.2      13 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 21.2      13 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   50 21.2      13 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.9      15 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.8      19 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.8      20 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.2      21 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.2      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.2      22 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 19.4      24 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.2      25 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      26 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.9      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      27 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      28 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      28 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.1      29 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 20.9      29 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      32 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      32 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.6      32 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.5      32 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      34 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      35 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      35 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.8      35 
gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyo (  27)   33 16.4      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   46 19.8      36 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.5      37 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   49 20.6      37 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.5      38 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 15.3      43 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      43 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      43 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.6      43 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      44 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.2      44 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.2      44 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      44 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      44 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      44 
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gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      44 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      44 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.2      46 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      47 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.2      47 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.2      47 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 19.9      51 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.9      52 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.1      52 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      54 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   47 19.9      54 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.9      56 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.3      58 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.6      61 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   47 19.9      61 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.3      61 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 18.0      65 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 19.1      65 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.8      66 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      66 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.8      66 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      68 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      68 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.0      69 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.0      69 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.4      70 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      71 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      72 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      74 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   42 18.5      77 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.0      78 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.5      78 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.2      79 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.5      80 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      81 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      86 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      89 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      89 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      89 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      89 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      89 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      89 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      89 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      89 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      89 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      90 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      90 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.6      90 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   38 17.4      90 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   35 16.6      95 
gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagu ( 201)   40 17.9      96 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  70  Z-score: 128.4  bits: 28.6 E(): 0.036 
Smith-Waterman score: 70; 31.4% identity (62.9% similar) in 35 aa overlap (44-78:16-50) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
            80                                                      
PAT___ VVAVIGL                                                      
        .:..                                                        
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
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>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.8  bits: 21.8 E():    3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (24-37:53-66) 
 
                      10        20        30        40        50    
PAT___        DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
            60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                   
gi|323 RTNAAVTVR                   
             90                    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.0  bits: 22.5 E():  3.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (21-37:74-90) 
 
                         10        20        30        40        50 
PAT___           DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
               60        70        80                               
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                               
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.0  bits: 22.4 E():  4.3 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (21-37:91-107) 
 
                         10        20        30        40        50 
PAT___           DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                               
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.0  bits: 22.4 E():  4.3 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (21-37:91-107) 
 
                         10        20        30        40        50 
PAT___           DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                               
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.7  bits: 22.7 E():  4.5 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (19-79:69-129) 
 
                           10        20        30        40         
PAT___             DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
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gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
       50          60        70        80                           
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGL                           
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 89.7  bits: 21.3 E():  5.2 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (2-30:32-61) 
 
                                            10         20        30 
PAT___                              DLERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
               40        50        60        70        80   
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL   
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.9  bits: 23.4 E():  5.7 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.3  bits: 22.0 E():  6.1 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (38-54:32-48) 
 
        10        20        30        40        50        60        
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
        70        80                                                
PAT___ AQGFKSVVAVIGL                                                
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 86.3  bits: 17.8 E():    8 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:1-14) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                        ::. .: :.. : :                              
gi|323                  GVLFNIQYVNYWFAP                             
                                10                                  
 
               70        80 
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PAT___ HLLKSMEAQGFKSVVAVIGL 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (10-37:115-140) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
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PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
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gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (10-37:114-139) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1548



 

 

 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 85.0  bits: 21.1 E():  9.4 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (3-46:16-55) 
 
                            10        20        30        40        
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
        50        60        70        80                            
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                            
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.1  bits: 21.1 E():   11 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (2-30:162-190) 
 
                                            10        20        30  
PAT___                              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
              40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                                         
gi|223 VQ                                                
                                                         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.8  bits: 20.0 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (42-54:63-75) 
 
              20        30        40        50        60        70  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
              80 
PAT___ KSVVAVIGL 
                 
gi|387 TIPR      
                 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 83.8  bits: 22.6 E():   11 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (2-54:217-268) 
 
                                            10        20        30  
PAT___                              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
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              40        50        60        70        80            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL            
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (22-60:12-50) 
 
               10        20        30        40         50          
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLY 
                            :.  :.:  : .  ::  .:  .. . :  :   :::   
gi|947           MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTA 
                         10        20        30        40           
 
      60        70        80                                        
PAT___ THLLKSMEAQGFKSVVAVIGL                                        
       :                                                            
gi|947 TCNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIY 
      50        60        70        80        90       100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 83.0  bits: 20.7 E():   12 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (17-73:105-161) 
 
                             10        20        30        40       
PAT___               DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
         50        60         70        80           
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGL           
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 82.8  bits: 21.3 E():   12 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (4-49:90-147) 
 
                                          10        20          30  
PAT___                            DLERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                        40        50        60        70        80  
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL  
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (10-80:32-100) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
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     120       130       140       150    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (1-62:87-147) 
 
                                             10          20         
PAT___                               DLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
       30        40        50          60        70        80       
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGL       
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (1-62:87-147) 
 
                                             10          20         
PAT___                               DLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
       30        40        50          60        70        80       
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGL       
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 50; 27.3% identity (54.5% similar) in 66 aa overlap (1-62:87-147) 
 
                                             10          20         
PAT___                               DLERLQDRYPWLVAEV--EGVVAGIAYAGP 
                                     :...::..   ...::  :     .   :: 
gi|273 KLKVGCKMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
       30        40        50          60        70        80       
PAT___ WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGL       
          .. .     .:.   ::..:  . : :.: :::                         
gi|273 -ACKKIFG----ATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKEL 
         120           130       140       150       160       170  
 
gi|273 EAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKNLKDSGASKEELKAKV 
             180       190       200       210       220       230  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.4  bits: 20.9 E():   15 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (17-60:67-110) 
 
                             10        20        30        40       
PAT___               DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                           
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        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (17-60:127-170) 
 
                             10        20        30        40       
PAT___               DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         50        60        70        80                           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                           
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (17-60:127-170) 
 
                             10        20        30        40       
PAT___               DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         50        60        70        80                           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                           
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.6  bits: 17.2 E():   21 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (14-36:9-26) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                    ::.: :.      : ::: ..:.                         
gi|320      YTTEGGTKAEAEDVIP----EG-WKADTSYE                         
                    10             20                               
 
               70        80 
PAT___ HLLKSMEAQGFKSVVAVIGL 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.6  bits: 17.2 E():   21 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (29-36:19-26) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                   ::: ..:.                         
gi|320           YTTEGGKKVEAEDVIPEGWKADTSYE                         
                         10        20                               
 
               70        80 
PAT___ HLLKSMEAQGFKSVVAVIGL 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (31-80:112-155) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
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               70        80                                         
PAT___ HLLKSMEAQGFKSVVAVIGL                                         
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (2-18:32-48) 
 
                                            10        20        30  
PAT___                              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
              40        50        60        70        80    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL    
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 44; 25.0% identity (75.0% similar) in 28 aa overlap (51-78:3-30) 
 
               30        40        50        60        70        80 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:.......   
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (11-72:147-199) 
 
                                   10        20        30        40 
PAT___                     DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
               50        60        70        80                     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                     
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 50; 31.7% identity (65.9% similar) in 41 aa overlap (40-75:61-100) 
 
      10        20        30        40        50             60     
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
           70        80                                             
PAT___ SMEAQGFKSVVAVIGL                                             
       .. ..:..:::                                                  
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (6-18:36-48) 
 
                                        10        20        30      
PAT___                          DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                                     
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD  
          70        80        90       100           
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (6-18:36-48) 
 
                                        10        20        30      
PAT___                          DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
          40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                                     
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD  
          70        80        90       100           
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (53-78:50-75) 
 
             30        40        50        60        70        80   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL   
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:289-326) 
 
                            10        20        30          40      
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
          50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
        . :. ::...                         
AOID|2 ERGHNSLGINNYVTYATL                  
         320       330                     
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:289-326) 
 
                            10        20        30          40      
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
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          50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
        . :. ::...                         
gi|336 ERGHNSLGINNFVTYATL                  
         320       330                     
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (12-36:13-35) 
 
                10        20        30        40        50          
PAT___  DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
      60        70        80                                        
PAT___ THLLKSMEAQGFKSVVAVIGL                                        
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 76.1  bits: 20.9 E():   29 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (4-70:125-200) 
 
                                          10        20        30    
PAT___                            DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
            40           50              60        70        80     
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL     
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.5  bits: 18.8 E():   32 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (46-55:31-40) 
 
          20        30        40        50        60        70      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
          80                                                        
PAT___ AVIGL                                                        
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (42-60:174-192) 
 
              20        30        40        50        60        70  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
              80                                               
PAT___ KSVVAVIGL                                               
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
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           210       220       230       240       250         
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:276-284) 
 
                                          10        20        30    
PAT___                            DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
            40        50        60        70        80              
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL              
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:6-19) 
 
                10        20        30        40        50          
PAT___  DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
            .:: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (17-41:242-266) 
 
                             10        20        30        40       
PAT___               DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
         50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (18-38:259-276) 
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                            10        20        30        40        
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
 
>>gi|47117351|sp||Q7M3Y8_2 [Segment 2 of 6] Tropomyosin   (27 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 74.5  bits: 16.4 E():   36 
Smith-Waterman score: 33; 62.5% identity (87.5% similar) in 8 aa overlap (1-8:8-15) 
 
                      10        20        30        40        50    
PAT___        DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
              :::: ..:                                              
gi|471 KITLLEEDLERNEERLQTATERLEEAS                                  
               10        20                                         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 46; 39.1% identity (56.5% similar) in 23 aa overlap (1-23:42-64) 
 
                                             10        20        30 
PAT___                               DLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     ::. :: .:  :  : . :  :.        
gi|219 KMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRVNEGLLDANAKL 
              20        30        40        50        60        70  
 
               40        50        60        70        80           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL           
                                                                    
gi|219 ETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLE 
              80        90       100       110       120       130  
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 74.3  bits: 18.5 E():   37 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (9-29:80-104) 
 
                                     10        20            30     
PAT___                       DLERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                                      
gi|408 LTSFRKV                                        
     110                                              
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 49; 30.4% identity (50.7% similar) in 69 aa overlap (18-80:220-287) 
 
                            10        20        30         40       
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
         50        60             70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGL                      
             :.  .. .:: :  .:.     :::. :: ..:                      
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 18.5 E():   38 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (14-46:85-117) 
 
                                10        20        30        40    
PAT___                  DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
            50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
         :                                   
gi|128 DCSRVN                                
          120                                
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 73.1  bits: 15.3 E():   43 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (18-26:1-9) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                        : :.:...:                                   
gi|131                  GPVGGVVHAHMMPLL                             
                                10                                  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (18-38:277-294) 
 
                            10        20        30        40        
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                         
gi|156 QAGNNLMMIEQYPYVVIM                
           310       320                 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (18-38:277-294) 
 
                            10        20        30        40        
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                         
gi|275 QAGNNLMMIEQYPYVVIM                
           310       320                 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 73.1  bits: 15.6 E():   43 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (6-12:4-10) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
            .:  ::.                                                 
gi|244   IGNEDCTPWMSTLITPLP                                         
                 10                                                 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:91-116) 
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            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (6-18:36-48) 
 
                                        10        20        30      
PAT___                          DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
          40        50        60        70        80  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL  
                                                      
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (6-18:36-48) 
 
                                        10        20        30      
PAT___                          DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
          40        50        60        70        80  
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL  
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.9  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (23-56:250-290) 
 
                       10        20        30        40        50   
PAT___         DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     60        70        80                         
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                         
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.9  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (23-56:250-290) 
 
                       10        20        30        40        50   
PAT___         DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     60        70        80                         
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                         
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
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      280       290       300       310       320       330         
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
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            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:92-117) 
 
            30        40        50          60        70        80  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGL  
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (32-39:234-241) 
 
              10        20        30        40        50        60  
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
              70        80                                          
PAT___ LLKSMEAQGFKSVVAVIGL                                          
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (21-32:13-24) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                           ::.: :.: ..:                             
gi|219         MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEG 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ HLLKSMEAQGFKSVVAVIGL                                         
                                                                    
gi|219 TYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKV 
             60        70        80        90       100       110   
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.4  bits: 15.3 E():   47 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (21-28:3-10) 
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               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                           :: : :.:                                 
gi|751                   ADAGYAPAAPGTQPKA                           
                                 10                                 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (12-30:80-98) 
 
                                  10        20        30        40  
PAT___                    DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
              50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                               
gi|671 STNCATVK                                
     110                                       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (4-70:125-200) 
 
                                          10        20        30    
PAT___                            DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
            40           50              60        70        80     
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL     
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.7  bits: 19.9 E():   51 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:184-210) 
 
              30        40        50        60        70        80  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL  
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (20-40:12-32) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                          ::..:.:.:  . .  .  ::                     
gi|227         MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCN 
                       10        20        30        40        50   
 
               70        80                                  
PAT___ HLLKSMEAQGFKSVVAVIGL                                  
                                                             
gi|227 SGEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
             60        70        80        90       100      
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 18.1 E():   52 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (2-18:36-52) 
 
                                            10        20        30  
PAT___                              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL            
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (42-60:138-156) 
 
              20        30        40        50        60        70  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
              80                                               
PAT___ KSVVAVIGL                                               
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (18-80:220-287) 
 
                            10        20        30         40       
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
         50        60             70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGL                      
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.9 E():   56 
Smith-Waterman score: 47; 30.8% identity (65.4% similar) in 26 aa overlap (1-26:137-162) 
 
                                             10        20        30 
PAT___                               DLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     .. ::. .:   .::.: .: ..  :     
gi|845 EEMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEA 
        110       120       130       140       150       160       
 
               40        50        60        70        80           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL           
                                                                    
gi|845 QKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRAR 
        170       180       190       200       210       220       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (3-12:69-78) 
 
                                           10        20        30   
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PAT___                             DLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL             
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.3  bits: 19.6 E():   61 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (10-37:84-109) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (18-80:219-286) 
 
                            10        20        30         40       
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
         50        60             70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGL                      
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.3 E():   61 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (13-36:46-69) 
 
                                 10        20        30        40   
PAT___                   DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
             50        60        70        80                       
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                       
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (2-18:58-74) 
 
                                            10        20        30  
PAT___                              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
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              40        50        60        70        80            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL            
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (10-64:100-156) 
 
                                    10        20          30        
PAT___                      DLERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
         40        50        60        70        80                 
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                 
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 26.9% identity (55.8% similar) in 52 aa overlap (2-52:167-215) 
 
                                            10        20        30  
PAT___                              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :.: :       ..: .. ::.::   :.  
gi|258 QGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY---WSY 
        140       150       160       170       180       190       
 
              40         50        60        70        80           
PAT___ RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL           
        .. .  :  ... ::  :..:                                       
gi|258 NDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQGRPGQHQ 
           200       210       220       230       240       250    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (42-60:175-193) 
 
              20        30        40        50        60        70  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
              80                                               
PAT___ KSVVAVIGL                                               
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 47; 29.0% identity (52.2% similar) in 69 aa overlap (18-80:219-286) 
 
                            10        20        30         40       
PAT___              DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
         50        60             70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGL                      
             :.  .. .:. :. .:.     :::. :: ..:                      
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
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gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (22-37:182-196) 
 
                        10        20        30          40          
PAT___          DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
      50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                       
gi|217 DLMMIEEYPYVVIL                  
      210       220                    
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (22-37:182-196) 
 
                        10        20        30          40          
PAT___          DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
      50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                       
gi|217 DLMMIEEYPYVVIL                  
      210       220                    
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (21-32:13-24) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                           ::.: :.: ..:                             
gi|456         MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEG 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ HLLKSMEAQGFKSVVAVIGL                                         
                                                                    
gi|456 TYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLKQKV 
             60        70        80        90       100       110   
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (21-32:13-24) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                           ::.: :.: ..:                             
gi|184         MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEG 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ HLLKSMEAQGFKSVVAVIGL                                         
                                                                    
gi|184 TYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKV 
             60        70        80        90       100       110   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.2  bits: 15.4 E():   70 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (14-36:9-26) 
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               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                    ::.: :.      : ::. ..:.                         
gi|320      YTTEGGTKAEAEDVIP----EG-WKVDTSYE                         
                    10             20                               
 
               70        80 
PAT___ HLLKSMEAQGFKSVVAVIGL 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (46-55:135-144) 
 
          20        30        40        50        60        70      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
          80                                                        
PAT___ AVIGL                                                        
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (46-55:138-147) 
 
          20        30        40        50        60        70      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
          80                                                        
PAT___ AVIGL                                                        
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (17-45:9-37) 
 
               10        20        30        40        50        60 
PAT___ DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                       .:   :. : :  .   .:  :. :.::.                
gi|132         MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDI 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ HLLKSMEAQGFKSVVAVIGL                                         
                                                                    
gi|132 IEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAA 
             60        70        80        90       100       110   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 42; 30.0% identity (70.0% similar) in 20 aa overlap (48-67:187-206) 
 
        20        30        40        50        60        70        
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:           
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRIL 
        160       170       180       190       200       210       
 
        80                          
PAT___ IGL                          
                                    
gi|170 PTMCSVNVPLYRTTTSVPFGVGTGVGAY 
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        220       230       240     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.3  bits: 20.0 E():   78 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (12-70:351-416) 
 
                                  10        20        30            
PAT___                    DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
           40        50        60        70        80               
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL               
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (47-71:222-246) 
 
         20        30        40        50        60        70       
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
         80                                                         
PAT___ VIGL                                                         
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 17.2 E():   79 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (46-70:30-54) 
 
          20        30        40        50        60        70      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
          80                                      
PAT___ AVIGL                                      
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (10-37:114-139) 
 
                                    10        20        30          
PAT___                      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
      40        50        60        70        80                    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL                    
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.0  bits: 17.9 E():   81 
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Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (46-72:11-36) 
 
          20        30        40        50        60        70      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
          80                                                        
PAT___ AVIGL                                                        
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (45-67:182-206) 
 
           20        30        40        50           60        70  
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
              80    
PAT___ KSVVAVIGL    
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
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>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            80                                                      
PAT___ VVAVIGL                                                      
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (45-59:118-132) 
 
           20        30        40        50        60        70     
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
           80 
PAT___ VAVIGL 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (46-55:181-190) 
 
          20        30        40        50        60        70      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
          80                                                        
PAT___ AVIGL                                                        
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (3-11:70-78) 
 
                                           10        20        30   
PAT___                             DLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
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             40        50        60        70        80             
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL             
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 38; 31.2% identity (81.2% similar) in 16 aa overlap (1-16:87-102) 
 
                                             10        20        30 
PAT___                               DLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :...::..   ...::               
gi|273 KLKVGCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGP 
         60        70        80        90       100       110       
 
               40        50        60        70        80 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                                          
gi|273 ACKKIFGATTLQHHRRRR                                 
        120       130                                     
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 16.6 E():   95 
Smith-Waterman score: 35; 100.0% identity (100.0% similar) in 4 aa overlap (10-13:15-18) 
 
                    10        20        30        40        50      
PAT___      DLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLG 
                     ::::                                           
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
>>gi|156938915|gb|ABU97479.1| tropomyosin [Tyrophagus pu  (201 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 40; 41.2% identity (70.6% similar) in 17 aa overlap (1-17:98-114) 
 
                                             10        20        30 
PAT___                               DLERLQDRYPWLVAEVEGVVAGIAYAGPWK 
                                     :::: ..:    .:..:              
gi|156 TTKLEEKEKALQTAEADVAALNRRIQLIEEDLERSEERLKVATAKLEEASHSADESERMR 
        70        80        90       100       110       120        
 
               40        50        60        70        80           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL           
                                                                    
gi|156 KMLEHRSIPDEERMDGLESQLKEARLMAEDADRKYDEVARKLGMVEAHLERAEERAQLGI 
       130       140       150       160       170       180        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:44 2011 done: Wed Jan 19 14:40:44 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 50  - 129 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     4     0:= 
  30     1     2:* 
  32     9     8:=*= 
  34    15    22:==== * 
  36    37    44:==========* 
  38    76    73:==================* 
  40    70   102:==================       * 
  42   107   125:===========================    * 
  44   125   137:================================  * 
  46   112   140:============================      * 
  48   153   134:=================================*===== 
  50   189   122:==============================*================= 
  52    91   107:=======================   * 
  54    77    92:====================  * 
  56    77    77:===================* 
  58    77    63:===============*==== 
  60    40    51:==========  * 
  62    47    41:==========*= 
  64    27    33:======= * 
  66    27    26:======* 
  68    23    20:====*= 
  70    16    16:===* 
  72    22    12:==*=== 
  74    11    10:==* 
  76    12     8:=*= 
  78     6     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     6     3:*= 
  86    14     2:*=== 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     5     1:*=        :*==== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.8906 0.003; mu= 5.1361 0.156 
 mean_var=27.0034 6.541, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.246811 
 Kolmogorov-Smirnov  statistic: 0.0638 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   70 28.8   0.031 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.8       3 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.6     3.4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.6     3.8 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.6     3.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.9     3.9 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.8     4.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 21.4       5 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.4 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 23.0       7 
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gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 23.0     7.1 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 23.0     7.1 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 23.0     7.1 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 23.0     7.1 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 23.0     7.1 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   55 23.0     8.3 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 21.2     8.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.7     8.7 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   49 21.2     9.5 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.5      11 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.3      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.0      11 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.9      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.6      12 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 21.1      13 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 21.1      16 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 21.1      17 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.3      18 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 19.2      22 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.4      22 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 21.3      23 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.7      23 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.7      23 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 19.5      23 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      25 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      26 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 21.0      26 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      27 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.9      27 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.9      27 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      28 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.2      28 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 20.0      29 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   49 20.9      29 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 20.0      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      31 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.1      33 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.1      33 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.3      36 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.3      36 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 20.0      37 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 20.0      37 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.5      37 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.6      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      38 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.5      38 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   42 18.8      41 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.1      41 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.2      42 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.8      42 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.8      42 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.8      42 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.8      42 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.8      42 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.8      42 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.8      42 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.8      42 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.8      42 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   47 20.2      44 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.2      44 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.2      44 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.2      46 
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gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      47 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      49 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   47 20.2      49 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.9      50 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 20.2      52 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   40 18.1      52 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 20.2      52 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      53 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   43 19.0      55 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.4      55 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 19.3      57 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      58 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.4      58 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      59 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.4      59 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.8      60 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.7      62 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.7      62 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      63 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   40 18.1      63 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.8      64 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.7      64 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      64 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.7      65 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.1      67 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.1      67 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.9      72 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      73 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.5      74 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      77 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      79 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      80 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      81 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      82 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      87 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      87 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      87 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      87 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      87 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      87 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      87 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      87 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      87 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.7      87 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      90 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   43 18.9      90 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   45 19.5      90 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   45 19.5      90 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      93 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   46 19.7      97 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      97 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      97 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   40 18.0      97 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   44 19.1      99 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.1      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  70  Z-score: 129.5  bits: 28.8 E(): 0.031 
Smith-Waterman score: 70; 31.4% identity (62.9% similar) in 35 aa overlap (43-77:16-50) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
             80                                                     
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PAT___ VVAVIGLP                                                     
        .:..                                                        
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.9  bits: 21.8 E():    3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (23-36:53-66) 
 
                       10        20        30        40        50   
PAT___         LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
             60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                    
gi|323 RTNAAVTVR                    
             90                     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.9  bits: 22.6 E():  3.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (20-36:74-90) 
 
                          10        20        30        40          
PAT___            LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
      50        60        70        80                              
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                              
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.1  bits: 22.6 E():  3.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (20-36:91-107) 
 
                          10        20        30        40          
PAT___            LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                              
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.1  bits: 22.6 E():  3.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (20-36:91-107) 
 
                          10        20        30        40          
PAT___            LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                              
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.0  bits: 22.9 E():  3.9 
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Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (18-78:69-129) 
 
                            10        20        30        40        
PAT___              LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
        50          60        70        80                          
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                          
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 91.1  bits: 23.8 E():  4.3 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 89.9  bits: 21.4 E():    5 
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (1-29:32-61) 
 
                                             10         20          
PAT___                               LERLQDRYPWLVAEVEGV-VAGIAYAGPWK 
                                     .:  .::   :..:.::  .  .  .:: : 
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEK 
              10        20        30        40        50        60  
 
      30        40        50        60        70        80  
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP  
                                                            
gi|185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.4  bits: 22.2 E():  5.4 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (37-53:32-48) 
 
         10        20        30        40        50        60       
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
         70        80                                               
PAT___ AQGFKSVVAVIGLP                                               
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (9-36:115-140) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
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                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
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gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
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                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
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PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 86.0  bits: 23.0 E():  8.3 
Smith-Waterman score: 55; 26.4% identity (56.6% similar) in 53 aa overlap (1-53:217-268) 
 
                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :... ::   :.  .:.  ..:  : :    
gi|131 EEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTF 
        190       200       210       220        230       240      
 
               40        50        60        70        80           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP           
            : .::.:.:.. .  ..:                                      
gi|131 IVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLV 
         250       260       270       280       290       300      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 85.7  bits: 21.2 E():  8.6 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (2-45:16-55) 
 
                             10        20        30        40       
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  
gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
         50        60        70        80                           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                           
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (21-59:12-50) 
 
               10        20        30        40         50          
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYT 
                           :.  :.:  : .  ::  .:  .. . :  :   :::  : 
gi|947          MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTAT 
                        10        20        30        40         50 
 
      60        70        80                                        
PAT___ HLLKSMEAQGFKSVVAVIGLP                                        
                                                                    
gi|947 CNTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYS 
               60        70        80        90       100       110 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.9  bits: 21.2 E():  9.5 
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (1-29:162-190) 
 
                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     ::: :: :  .... .   ..    :: :  
gi|223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV 
             140       150       160       170       180       190  
 
               40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                                          
gi|223 VQ                                                 
                                                          
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 84.0  bits: 21.5 E():   11 
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Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (3-48:90-147) 
 
                                           10        20          30 
PAT___                             LERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
                         40        50        60        70        80 
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.9  bits: 17.3 E():   11 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:1-14) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                       ::. .: :.. : :                               
gi|323                 GVLFNIQYVNYWFAP                              
                               10                                   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.8  bits: 20.0 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (41-53:63-75) 
 
               20        30        40        50        60        70 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
               80 
PAT___ KSVVAVIGLP 
                  
gi|387 TIPR       
                  
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 83.7  bits: 20.9 E():   11 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (16-72:105-161) 
 
                              10        20        30        40      
PAT___                LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
          50        60         70        80          
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLP          
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (9-79:32-100) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
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gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (16-59:67-110) 
 
                              10        20        30        40      
PAT___                LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                          
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (16-59:127-170) 
 
                              10        20        30        40      
PAT___                LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          50        60        70        80                          
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                          
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (16-59:127-170) 
 
                              10        20        30        40      
PAT___                LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          50        60        70        80                          
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                          
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.0  bits: 21.3 E():   18 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (30-79:112-155) 
 
                10        20        30        40        50          
PAT___  LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
      60        70        80                                        
PAT___ HLLKSMEAQGFKSVVAVIGLP                                        
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (1-17:32-48) 
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                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .:  .::   :..:.::              
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK 
              10        20        30        40        50        60  
 
               40        50        60        70        80   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP   
                                                            
gi|117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
              70        80        90       100       110    
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (10-71:147-199) 
 
                                    10        20        30          
PAT___                      LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
      40        50        60        70        80                    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                    
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (3-69:125-200) 
 
                                           10        20        30   
PAT___                             LERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
             40                 50        60        70        80    
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP    
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.8  bits: 20.7 E():   23 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:289-326) 
 
                             10        20        30          40     
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
           50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
        . :. ::...                          
AOID|2 ERGHNSLGINNYVTYATL                   
         320       330                      
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.8  bits: 20.7 E():   23 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:289-326) 
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                             10        20        30          40     
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
           50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
        . :. ::...                          
gi|336 ERGHNSLGINNFVTYATL                   
         320       330                      
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.5 E():   23 
Smith-Waterman score: 44; 25.0% identity (75.0% similar) in 28 aa overlap (50-77:3-30) 
 
      20        30        40        50        60        70          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:.......   
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
      80                                                            
PAT___ P                                                            
                                                                    
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 50; 31.7% identity (65.9% similar) in 41 aa overlap (39-74:61-100) 
 
       10        20        30        40             50        60    
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
            70        80                                            
PAT___ SMEAQGFKSVVAVIGLP                                            
       .. ..:..:::                                                  
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (52-77:50-75) 
 
              30        40        50        60        70        80  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP  
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 21.0 E():   26 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:276-284) 
 
                                           10        20        30   
PAT___                             LERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
             40        50        60        70        80             
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP             
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
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         310       320       330       340       350       360      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.8  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (28-35:19-26) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                  ::: ..:.                          
gi|320          YTTEGGKKVEAEDVIPEGWKADTSYE                          
                        10        20                                
 
               70        80 
PAT___ LLKSMEAQGFKSVVAVIGLP 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.8  bits: 16.8 E():   27 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (13-35:9-26) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                   ::.: :.      : ::: ..:.                          
gi|320     YTTEGGTKAEAEDVIP----EG-WKADTSYE                          
                   10             20                                
 
               70        80 
PAT___ LLKSMEAQGFKSVVAVIGLP 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:36-48) 
 
                                         10        20        30     
PAT___                           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                                      
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD   
          70        80        90       100            
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:36-48) 
 
                                         10        20        30     
PAT___                           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
           40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                                      
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD   
          70        80        90       100            
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (41-59:174-192) 
 
               20        30        40        50        60        70 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
               80                                              
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PAT___ KSVVAVIGLP                                              
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (11-35:13-35) 
 
                 10        20        30        40        50         
PAT___   LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
       60        70        80                                       
PAT___ THLLKSMEAQGFKSVVAVIGLP                                       
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (16-40:242-266) 
 
                              10        20        30        40      
PAT___                LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
          50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 76.0  bits: 20.9 E():   29 
Smith-Waterman score: 49; 30.4% identity (50.7% similar) in 69 aa overlap (17-79:220-287) 
 
                             10        20        30         40      
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
          50        60             70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLP                     
             :.  .. .:: :  .:.     :::. :: ..:                      
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (17-37:259-276) 
 
                             10        20        30        40       
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
         50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.8 E():   31 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (45-54:31-40) 
 
           20        30        40        50        60        70     
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
           80                                                       
PAT___ AVIGLP                                                       
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (22-55:250-290) 
 
                        10        20        30        40            
PAT___          LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            50        60        70        80                        
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                        
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (22-55:250-290) 
 
                        10        20        30        40            
PAT___          LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            50        60        70        80                        
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                        
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.3  bits: 20.0 E():   37 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1588



 

 

Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (17-37:277-294) 
 
                             10        20        30        40       
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                          
gi|275 QAGNNLMMIEQYPYVVIM                 
           310       320                  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (17-37:277-294) 
 
                             10        20        30        40       
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                          
gi|156 QAGNNLMMIEQYPYVVIM                 
           310       320                  
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 74.3  bits: 18.5 E():   37 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (8-28:80-104) 
 
                                      10        20            30    
PAT___                        LERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                                       
gi|408 LTSFRKV                                         
     110                                               
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.1  bits: 20.6 E():   38 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (3-69:125-200) 
 
                                           10        20        30   
PAT___                             LERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
             40                 50        60        70        80    
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP    
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 20.0 E():   38 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (31-38:234-241) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
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                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
               70        80                                         
PAT___ LLKSMEAQGFKSVVAVIGLP                                         
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.0  bits: 18.5 E():   38 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (13-45:85-117) 
 
                                 10        20        30        40   
PAT___                   LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
             50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
         :                                    
gi|128 DCSRVN                                 
          120                                 
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 22.9% identity (60.4% similar) in 48 aa overlap (39-80:61-108) 
 
       10        20        30        40        50        60         
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
          70           80                                           
PAT___ G---FKSV---VAVIGLP                                           
       .   :.:.   . ... :                                           
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 73.3  bits: 16.1 E():   41 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:6-19) 
 
                 10        20        30        40        50         
PAT___   LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
            .:: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:184-210) 
 
               30        40        50        60        70        80 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:91-116) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:92-117) 
 
             30        40        50          60        70        80 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (17-79:220-287) 
 
                             10        20        30         40      
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
          50        60             70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLP                     
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:36-48) 
 
                                         10        20        30     
PAT___                           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
           40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
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gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:36-48) 
 
                                         10        20        30     
PAT___                           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
           40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                                      
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          70        80        90       100       110  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.2 E():   46 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (20-31:13-24) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                          ::.: :.: ..:                              
gi|219        MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGT 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ LLKSMEAQGFKSVVAVIGLP                                         
                                                                    
gi|219 YYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVS 
            60        70        80        90       100       110    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (11-29:80-98) 
 
                                   10        20        30        40 
PAT___                     LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
               50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                                
gi|671 STNCATVK                                 
     110                                        
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (41-59:138-156) 
 
               20        30        40        50        60        70 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
               80                                              
PAT___ KSVVAVIGLP                                              
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (17-79:219-286) 
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                             10        20        30         40      
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
          50        60             70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLP                     
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 19.9 E():   50 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (9-36:84-109) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.5  bits: 20.2 E():   52 
Smith-Waterman score: 47; 26.9% identity (55.8% similar) in 52 aa overlap (1-51:167-215) 
 
                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     :.: :       ..: .. ::.::   :.  
gi|258 QGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVVAIPAGVAY---WSY 
        140       150       160       170       180       190       
 
               40         50        60        70        80          
PAT___ RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP          
        .. .  :  ... ::  :..:                                       
gi|258 NDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQGRPGQHQ 
           200       210       220       230       240       250    
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 18.1 E():   52 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (1-17:36-52) 
 
                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|619 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP           
                                                                    
gi|619 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRY 
          70        80        90       100       110       120      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.5  bits: 20.2 E():   52 
Smith-Waterman score: 47; 29.0% identity (52.2% similar) in 69 aa overlap (17-79:219-286) 
 
                             10        20        30         40      
PAT___               LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
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gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
          50        60             70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLP                     
             :.  .. .:. :. .:.     :::. :: ..:                      
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (19-39:12-32) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                         ::..:.:.:  . .  .  ::                      
gi|227        MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNS 
                      10        20        30        40        50    
 
               70        80                                 
PAT___ LLKSMEAQGFKSVVAVIGLP                                 
                                                            
gi|227 GEDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
            60        70        80        90       100      
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (47-80:187-217) 
 
         20        30        40        50        60        70       
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
         80                            
PAT___ IGLP                            
         ::                            
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (2-11:69-78) 
 
                                            10        20        30  
PAT___                              LERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP            
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.3 E():   57 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (9-63:100-156) 
 
                                     10        20          30       
PAT___                       LERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
          40        50        60        70        80                
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PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.6  bits: 15.1 E():   58 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (5-11:4-10) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
           .:  ::.                                                  
gi|244  IGNEDCTPWMSTLITPLP                                          
                10                                                  
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (12-35:46-69) 
 
                                  10        20        30        40  
PAT___                    LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
              50        60        70        80                      
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                      
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (41-59:175-193) 
 
               20        30        40        50        60        70 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
               80                                              
PAT___ KSVVAVIGLP                                              
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.5  bits: 20.4 E():   59 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (11-69:351-416) 
 
                                   10        20        30           
PAT___                     LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
            40        50        60        70        80              
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP              
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.4  bits: 14.8 E():   60 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (17-25:1-9) 
 
               10        20        30        40        50        60 
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PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                       : :.:...:                                    
gi|131                 GPVGGVVHAHMMPLL                              
                               10                                   
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (21-36:182-196) 
 
                         10        20        30          40         
PAT___           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                        
gi|217 DLMMIEEYPYVVIL                   
      210       220                     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (21-36:182-196) 
 
                         10        20        30          40         
PAT___           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                        
gi|217 DLMMIEEYPYVVIL                   
      210       220                     
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (46-70:222-246) 
 
          20        30        40        50        60        70      
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
          80                                                        
PAT___ VIGLP                                                        
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 40; 35.3% identity (76.5% similar) in 17 aa overlap (1-17:58-74) 
 
                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     .. :.:.:   ...:::              
gi|834 DLGETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGC 
        30        40        50        60        70        80        
 
               40        50        60        70        80           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP           
                                                                    
gi|834 CVAMKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRY 
        90       100       110       120       130       140        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
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Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (9-36:114-139) 
 
                                     10        20        30         
PAT___                       LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
       40        50        60        70        80                   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                   
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.7 E():   64 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (45-54:135-144) 
 
           20        30        40        50        60        70     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
           80                                                       
PAT___ AVIGLP                                                       
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.8  bits: 14.8 E():   64 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (20-27:3-10) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                          :: : :.:                                  
gi|751                  ADAGYAPAAPGTQPKA                            
                                10                                  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.7 E():   65 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (45-54:138-147) 
 
           20        30        40        50        60        70     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
           80                                                       
PAT___ AVIGLP                                                       
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (20-31:13-24) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                          ::.: :.: ..:                              
gi|456        MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGT 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ LLKSMEAQGFKSVVAVIGLP                                         
                                                                    
gi|456 YYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLKQKVS 
            60        70        80        90       100       110    
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>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (20-31:13-24) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                          ::.: :.: ..:                              
gi|184        MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGT 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ LLKSMEAQGFKSVVAVIGLP                                         
                                                                    
gi|184 YYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVS 
            60        70        80        90       100       110    
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (47-80:250-280) 
 
         20        30        40        50        60        70       
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
         80                            
PAT___ IGLP                            
         ::                            
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (16-44:9-37) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                      .:   :. : :  .   .:  :. :.::.                 
gi|132        MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDII 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ LLKSMEAQGFKSVVAVIGLP                                         
                                                                    
gi|132 EGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAP 
            60        70        80        90       100       110    
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 45; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:138-162) 
 
                                             10        20        30 
PAT___                               LERLQDRYPWLVAEVEGVVAGIAYAGPWKA 
                                     . ::. .:   .::.: .: ..  :      
gi|845 EMEALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQ 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP           
                                                                    
gi|845 KTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRARK 
       170       180       190       200       210       220        
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (45-71:11-36) 
 
           20        30        40        50        60        70     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1599



 

 

                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
           80                                                       
PAT___ AVIGLP                                                       
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (40-61:124-147) 
 
      10        20        30        40        50          60        
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        70        80                                                
PAT___ QGFKSVVAVIGLP                                                
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (40-61:124-147) 
 
      10        20        30        40        50          60        
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        70        80                                                
PAT___ QGFKSVVAVIGLP                                                
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (40-61:124-147) 
 
      10        20        30        40        50          60        
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        70        80                                                
PAT___ QGFKSVVAVIGLP                                                
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (44-66:182-206) 
 
            20        30        40        50           60        70 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
               80   
PAT___ KSVVAVIGLP   
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gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (45-54:181-190) 
 
           20        30        40        50        60        70     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
           80                                                       
PAT___ AVIGLP                                                       
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.9  bits: 19.5 E():   81 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (37-80:117-159) 
 
         10        20        30        40        50        60       
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
         70        80                                               
PAT___ AQGFKSVVAVIGLP                                               
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (45-69:30-54) 
 
           20        30        40        50        60        70     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
           80                                     
PAT___ AVIGLP                                     
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1601



 

 

             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
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PAT___ VVAVIGLP                                                     
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             80                                                     
PAT___ VVAVIGLP                                                     
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (2-10:70-78) 
 
                                            10        20        30  
PAT___                              LERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
              40        50        60        70        80            
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP            
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.4 E():   89 
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Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (44-58:118-132) 
 
            20        30        40        50        60        70    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
            80 
PAT___ VAVIGLP 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.2  bits: 15.0 E():   90 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (13-35:9-26) 
 
               10        20        30        40        50        60 
PAT___ LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                   ::.: :.      : ::. ..:.                          
gi|320     YTTEGGTKAEAEDVIP----EG-WKVDTSYE                          
                   10             20                                
 
               70        80 
PAT___ LLKSMEAQGFKSVVAVIGLP 
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (47-80:316-346) 
 
         20        30        40        50        60        70       
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
         80                            
PAT___ IGLP                            
         ::                            
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.1  bits: 19.5 E():   90 
Smith-Waterman score: 45; 21.9% identity (43.8% similar) in 64 aa overlap (20-75:96-157) 
 
                          10        20         30        40         
PAT___            LERLQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
       50        60               70        80                      
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLP                      
         . ::.  . :        :  .. .:. ..::                           
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.1  bits: 19.5 E():   90 
Smith-Waterman score: 45; 21.9% identity (43.8% similar) in 64 aa overlap (20-75:96-157) 
 
                          10        20         30        40         
PAT___            LERLQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
       50        60               70        80                      
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLP                      
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         . ::.  . :        :  .. .:. ..::                           
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 19.7 E():   93 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (35-68:183-216) 
 
           10        20        30        40         50        60    
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
            70        80                                            
PAT___ SMEAQGFKSVVAVIGLP                                            
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.6  bits: 19.7 E():   97 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (13-35:128-151) 
 
                                 10         20        30        40  
PAT___                   LERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDWTVEST 
                                     ..::. .:.:.  .: :    ..:       
gi|711 VVSVFLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSP 
       100       110       120       130       140       150        
 
              50        60        70        80                      
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP                      
                                                                    
gi|711 PPPKWKGTCETSNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLV 
       160       170       180       190       200       210        
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (62-78:154-170) 
 
              40        50        60        70        80            
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP            
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (62-78:154-170) 
 
              40        50        60        70        80            
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP            
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (21-36:176-190) 
 
                         10        20        30          40         
PAT___           LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
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                                     :. :   : .::..:  :             
gi|616 HYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDY---WIVRNSWDTNWGDNGYGYFAANI 
         150       160       170          180       190       200   
 
       50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                        
gi|616 DLMMIEEYPYVVIL                   
            210                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 44; 32.0% identity (68.0% similar) in 25 aa overlap (52-76:238-262) 
 
              30        40        50        60        70        80  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP  
                                     :..:. :: : . .: . .: .. :      
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGNN 
       210       220       230       240       250       260        
 
gi|505 PLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWN 
       270       280       290       300       310       320        
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 44; 57.1% identity (85.7% similar) in 7 aa overlap (23-29:67-73) 
 
                       10        20        30        40        50   
PAT___         LERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :. :::.                        
gi|766 VINPSTEEVICSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNAD 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLP                                 
                                                                    
gi|766 LIAAVEALDNGKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIG 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:44 2011 done: Wed Jan 19 14:40:44 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 51  - 130 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     3     0:= 
  30     3     2:* 
  32    10     8:=*= 
  34    24    22:=====* 
  36    42    44:==========* 
  38    58    73:===============   * 
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  40    73   102:===================      * 
  42   100   125:=========================      * 
  44   127   137:================================  * 
  46   109   140:============================      * 
  48   150   134:=================================*==== 
  50   193   122:==============================*================== 
  52    84   107:=====================     * 
  54    81    92:===================== * 
  56    81    77:===================*= 
  58    81    63:===============*===== 
  60    42    51:=========== * 
  62    47    41:==========*= 
  64    28    33:======= * 
  66    25    26:======* 
  68    22    20:====*= 
  70    18    16:===*= 
  72    19    12:==*== 
  74    15    10:==*= 
  76    14     8:=*== 
  78     4     6:=* 
  80     3     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86    15     2:*=== 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.98360.00298; mu= 4.6163 0.154 
 mean_var=27.2900 6.754, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.245512 
 Kolmogorov-Smirnov  statistic: 0.0685 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   70 28.8   0.033 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.8       3 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.6     3.5 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.6     3.9 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.6     3.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.9       4 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.7     4.5 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.5 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 23.0     7.3 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 23.0     7.4 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 23.0     7.4 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 23.0     7.4 
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gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 23.0     7.4 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 23.0     7.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 20.6     8.2 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   49 21.2     8.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.6     9.1 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.4      10 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.4      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.0      11 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.8      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.5      12 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 21.1      13 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 21.0      17 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 21.0      17 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.3      18 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.4      23 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 19.5      24 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 21.2      24 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.6      24 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.6      24 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      25 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.5      26 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.9      26 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.9      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      26 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.9      27 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.9      27 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.2      28 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      29 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   50 21.2      29 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 20.0      30 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   49 20.9      30 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 20.0      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      31 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   44 19.4      33 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.1      33 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.1      33 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.5      35 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.5      37 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.2      37 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.2      37 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 20.0      37 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 20.0      37 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.5      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.9      39 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.5      39 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.2      40 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.8      42 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.8      42 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.8      42 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.8      42 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.8      42 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.8      42 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.8      42 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.8      42 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.8      42 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.2      43 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.2      44 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.2      44 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   47 20.2      45 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   48 20.5      45 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   48 20.5      45 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.2      46 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.2      47 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      49 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   47 20.2      50 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.9      51 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      53 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 20.1      54 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   43 19.0      55 
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gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      55 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   41 18.4      56 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.9      57 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 19.3      58 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.4      58 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      59 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      61 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.4      61 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.7      63 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.7      63 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      65 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      65 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.8      66 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      66 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   39 17.8      66 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.1      67 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.1      67 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.9      73 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      77 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      80 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   39 17.7      80 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      81 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      81 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      84 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.1      86 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      87 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      87 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      87 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      87 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      87 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      87 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      87 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      87 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      87 
gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arac ( 160)   39 17.7      87 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      89 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   43 18.8      92 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      96 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   44 19.1      96 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      98 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      98 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   40 18.0      98 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   46 19.7   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  70  Z-score: 129.2  bits: 28.8 E(): 0.033 
Smith-Waterman score: 70; 31.4% identity (62.9% similar) in 35 aa overlap (42-76:16-50) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
              80                                                    
PAT___ VVAVIGLPN                                                    
        .:..                                                        
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.8  bits: 21.8 E():    3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (22-35:53-66) 
 
                        10        20        30        40        50  
PAT___          ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
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gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
              60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     
gi|323 RTNAAVTVR                     
             90                      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.7  bits: 22.6 E():  3.5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (19-35:74-90) 
 
                           10        20        30        40         
PAT___             ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
       50        60        70        80                             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                             
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.9  bits: 22.6 E():  3.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (19-35:91-107) 
 
                           10        20        30        40         
PAT___             ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                             
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.9  bits: 22.6 E():  3.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (19-35:91-107) 
 
                           10        20        30        40         
PAT___             ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                             
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 91.7  bits: 22.9 E():    4 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (17-77:69-129) 
 
                             10        20        30        40       
PAT___               ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
           50        60        70        80                         
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                         
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
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       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 90.7  bits: 23.7 E():  4.5 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.2  bits: 22.2 E():  5.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (36-52:32-48) 
 
          10        20        30        40        50        60      
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
          70        80                                              
PAT___ AQGFKSVVAVIGLPN                                              
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 87.0  bits: 23.0 E():  7.3 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (8-35:115-140) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:37-61) 
 
                                         10         20        30    
PAT___                           ERLQDRYPWLVAEVEGV-VAGIAYAGPWKARNAY 
                                     ::   :..:.::  .  .  .:: :      
gi|185 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVP 
         10        20        30        40        50        60       
 
            40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                       
gi|185 SGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
         70        80        90       100       110    
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 85.6  bits: 21.2 E():  8.7 
Smith-Waterman score: 49; 29.5% identity (52.3% similar) in 44 aa overlap (1-44:16-55) 
 
                              10        20        30        40      
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                      . :.   ::      : : ::  .  .:.:.  .:  ...: ::  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1614



 

 

gi|391 MPGDPTATAKGNEIPDTLMGYIPWTPELDSGEVCGIPTT--FKTRD--EWKGKKVVIVSI 
               10        20        30          40          50       
 
          50        60        70        80                          
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                          
                                                                    
gi|391 PGAYTPICHQQHIPPLVKRVDELKAKGVDAVYVIASNDPFVMAAWGNFNNAKDKVVFATD 
         60        70        80        90       100       110       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 85.3  bits: 22.6 E():  9.1 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (20-58:12-50) 
 
               10        20        30        40         50          
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTH 
                          :.  :.:  : .  ::  .:  .. . :  :   :::  :  
gi|947         MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATC 
                       10        20        30        40         50  
 
      60        70        80                                        
PAT___ LLKSMEAQGFKSVVAVIGLPN                                        
                                                                    
gi|947 NTADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSL 
              60        70        80        90       100       110  
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 84.2  bits: 17.4 E():   10 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:1-14) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                      ::. .: :.. : :                                
gi|323                GVLFNIQYVNYWFAP                               
                              10                                    
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (2-47:90-147) 
 
                                            10          20          
PAT___                              ERLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
      30                  40        50        60        70          
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.8  bits: 20.0 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (40-52:63-75) 
 
      10        20        30        40        50        60          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
      70        80 
PAT___ KSVVAVIGLPN 
                   
gi|387 TIPR        
                   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (15-71:105-161) 
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                               10        20        30        40     
PAT___                 ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
           50         60        70        80         
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPN         
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (8-78:32-100) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.3  bits: 21.1 E():   13 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (15-58:67-110) 
 
                               10        20        30        40     
PAT___                 ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                         
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (15-58:127-170) 
 
                               10        20        30        40     
PAT___                 ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           50        60        70        80                         
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                         
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 21.0 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (15-58:127-170) 
 
                               10        20        30        40     
PAT___                 ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
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        100       110       120       130       140       150       
 
           50        60        70        80                         
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                         
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.8  bits: 21.3 E():   18 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (29-78:112-155) 
 
                 10        20        30        40        50         
PAT___   ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
       60        70        80                                       
PAT___ HLLKSMEAQGFKSVVAVIGLPN                                       
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (9-70:147-199) 
 
                                     10        20        30         
PAT___                       ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
       40        50        60        70        80                   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                   
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 44; 25.0% identity (75.0% similar) in 28 aa overlap (49-76:3-30) 
 
       20        30        40        50        60        70         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:.......   
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
       80                                                           
PAT___ PN                                                           
                                                                    
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (2-68:125-200) 
 
                                            10        20        30  
PAT___                              ERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
              40                 50        60        70        80   
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN   
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         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.6  bits: 20.6 E():   24 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:289-326) 
 
                              10        20        30          40    
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
            50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
        . :. ::...                           
gi|336 ERGHNSLGINNFVTYATL                    
         320       330                       
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.6  bits: 20.6 E():   24 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:289-326) 
 
                              10        20        30          40    
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
            50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
        . :. ::...                           
AOID|2 ERGHNSLGINNYVTYATL                    
         320       330                       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 50; 31.7% identity (65.9% similar) in 41 aa overlap (38-73:61-100) 
 
        10        20        30        40             50        60   
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
             70        80                                           
PAT___ SMEAQGFKSVVAVIGLPN                                           
       .. ..:..:::                                                  
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.2  bits: 19.5 E():   26 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (38-80:61-109) 
 
        10        20        30        40        50        60        
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
           70           80                                          
PAT___ G---FKSV---VAVIGLPN                                          
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (12-34:9-26) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                  ::.: :.      : ::: ..:.                           
gi|320    YTTEGGTKAEAEDVIP----EG-WKADTSYE                           
                  10             20                                 
 
               70        80 
PAT___ LKSMEAQGFKSVVAVIGLPN 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (27-34:19-26) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                 ::: ..:.                           
gi|320         YTTEGGKKVEAEDVIPEGWKADTSYE                           
                       10        20                                 
 
               70        80 
PAT___ LKSMEAQGFKSVVAVIGLPN 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (51-76:50-75) 
 
               30        40        50        60        70        80 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.9 E():   27 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:276-284) 
 
                                            10        20        30  
PAT___                              ERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
              40        50        60        70        80            
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN            
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:36-48) 
 
                                          10        20        30    
PAT___                            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                       
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD    
          70        80        90       100             
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:36-48) 
 
                                          10        20        30    
PAT___                            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
            40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                       
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD    
          70        80        90       100             
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (10-34:13-35) 
 
                  10        20        30        40        50        
PAT___    ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
        60        70        80                                      
PAT___ THLLKSMEAQGFKSVVAVIGLPN                                      
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (40-58:174-192) 
 
      10        20        30        40        50        60          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
      70        80                                             
PAT___ KSVVAVIGLPN                                             
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.1  bits: 21.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (55.8% similar) in 52 aa overlap (1-52:218-268) 
 
                                             10        20        30 
PAT___                               ERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     ... ::   :.  .:.  ..:  : :     
gi|131 EQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTFI 
       190       200       210       220        230       240       
 
               40        50        60        70        80           
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN           
           : .::.:.:.. .  ..:                                       
gi|131 VPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLVL 
        250       260       270       280       290       300       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (15-39:242-266) 
 
                               10        20        30        40     
PAT___                 ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
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gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
           50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 49; 30.4% identity (50.7% similar) in 69 aa overlap (16-78:220-287) 
 
                              10        20        30         40     
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
           50        60             70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPN                    
             :.  .. .:: :  .:.     :::. :: ..:                      
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (16-36:259-276) 
 
                              10        20        30        40      
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
          50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.8 E():   31 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (44-53:31-40) 
 
            20        30        40        50        60        70    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
            80                                                      
PAT___ AVIGLPN                                                      
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 44; 28.6% identity (53.6% similar) in 28 aa overlap (1-28:163-190) 
 
                                             10        20        30 
PAT___                               ERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :: :: :  .... .   ..    :: :   
gi|223 RSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKVV 
            140       150       160       170       180       190   
 
               40        50        60        70        80 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                          
gi|223 Q                                                  
                                                          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.5  bits: 18.5 E():   35 
Smith-Waterman score: 41; 50.0% identity (75.0% similar) in 12 aa overlap (5-16:37-48) 
 
                                         10        20        30     
PAT___                           ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|117 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVP 
         10        20        30        40        50        60       
 
           40        50        60        70        80  
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN  
                                                       
gi|117 SGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
         70        80        90       100       110    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 74.3  bits: 18.5 E():   37 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (7-27:80-104) 
 
                                       10        20            30   
PAT___                         ERLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                        
gi|408 LTSFRKV                                          
     110                                                
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (21-54:250-290) 
 
                         10        20        30        40           
PAT___           ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
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     220       230       240       250       260        270         
 
             50        60        70        80                       
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                       
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (21-54:250-290) 
 
                         10        20        30        40           
PAT___           ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             50        60        70        80                       
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                       
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (16-36:277-294) 
 
                              10        20        30        40      
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                           
gi|275 QAGNNLMMIEQYPYVVIM                  
           310       320                   
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (16-36:277-294) 
 
                              10        20        30        40      
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                           
gi|156 QAGNNLMMIEQYPYVVIM                  
           310       320                   
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.0  bits: 18.5 E():   38 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (12-44:85-117) 
 
                                  10        20        30        40  
PAT___                    ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
              50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
         :                                     
gi|128 DCSRVN                                  
          120                                  
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.9 E():   39 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (30-37:234-241) 
 
                10        20        30        40        50          
PAT___  ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
      60        70        80                                        
PAT___ LLKSMEAQGFKSVVAVIGLPN                                        
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.9  bits: 20.5 E():   39 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (2-68:125-200) 
 
                                            10        20        30  
PAT___                              ERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
              40                 50        60        70        80   
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN   
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 73.6  bits: 16.2 E():   40 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:6-19) 
 
                  10        20        30        40        50        
PAT___    ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
            .:: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:91-116) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
      80                                       
PAT___ N                                       
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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      80                                       
PAT___ N                                       
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (52-75:92-117) 
 
              30        40        50          60        70          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      80                                       
PAT___ N                                       
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (50-77:184-210) 
 
      20        30        40        50        60        70          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
      80                                                            
PAT___ N                                                            
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:36-48) 
 
                                          10        20        30    
PAT___                            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
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gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
            40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                       
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD  
          70        80        90       100       110   
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:36-48) 
 
                                          10        20        30    
PAT___                            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
            40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                       
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD  
          70        80        90       100       110   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (16-78:220-287) 
 
                              10        20        30         40     
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
           50        60             70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPN                    
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 20.5 E():   45 
Smith-Waterman score: 48; 21.4% identity (44.3% similar) in 70 aa overlap (19-80:96-163) 
 
                           10        20         30        40        
PAT___             ERLQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
        50        60               70        80                     
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPN                     
         . ::.  . :        :  .. .:. ..:: . . :                     
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 20.5 E():   45 
Smith-Waterman score: 48; 21.4% identity (44.3% similar) in 70 aa overlap (19-80:96-163) 
 
                           10        20         30        40        
PAT___             ERLQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
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          70        80        90       100         110       120    
 
        50        60               70        80                     
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPN                     
         . ::.  . :        :  .. .:. ..:: . . :                     
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (19-30:13-24) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                         ::.: :.: ..:                               
gi|219       MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTY 
                     10        20        30        40        50     
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (10-28:80-98) 
 
                                    10        20        30          
PAT___                      ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
      40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                                 
gi|671 STNCATVK                                  
     110                                         
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 19.0 E():   49 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (40-58:138-156) 
 
      10        20        30        40        50        60          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
      70        80                                             
PAT___ KSVVAVIGLPN                                             
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (16-78:219-286) 
 
                              10        20        30         40     
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
           50        60             70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPN                    
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
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>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.6  bits: 19.9 E():   51 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (8-35:84-109) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (18-38:12-32) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                        ::..:.:.:  . .  .  ::                       
gi|227       MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSG 
                     10        20        30        40        50     
 
               70        80                                
PAT___ LKSMEAQGFKSVVAVIGLPN                                
                                                           
gi|227 EDLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
           60        70        80        90       100      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 47; 29.0% identity (52.2% similar) in 69 aa overlap (16-78:219-286) 
 
                              10        20        30         40     
PAT___                ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
           50        60             70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPN                    
             :.  .. .:. :. .:.     :::. :: ..:                      
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (46-79:187-217) 
 
          20        30        40        50        60        70      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
          80                           
PAT___ IGLPN                           
         ::                            
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.0  bits: 15.2 E():   55 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (4-10:4-10) 
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               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
          .:  ::.                                                   
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 41; 50.0% identity (90.0% similar) in 10 aa overlap (1-10:69-78) 
 
                                             10        20        30 
PAT___                               ERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::..                     
gi|158 RGDDQCQRQLQRANLRPCEEHIRQRVEKEQEQEQDEYPYIQRGSRGQRPGESDEDQEQRC 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN           
                                                                    
gi|158 CNELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDL 
      100       110       120       130       140       150         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.8  bits: 14.9 E():   57 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (16-24:1-9) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                      : :.:...:                                     
gi|131                GPVGGVVHAHMMPLL                               
                              10                                    
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.3 E():   58 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (8-62:100-156) 
 
                                      10        20          30      
PAT___                        ERLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
           40        50        60        70        80               
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN               
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (11-34:46-69) 
 
                                   10        20        30        40 
PAT___                     ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
               50        60        70        80                     
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                     
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (40-58:175-193) 
 
      10        20        30        40        50        60          
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
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                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
      70        80                                             
PAT___ KSVVAVIGLPN                                             
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.2  bits: 14.9 E():   61 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (19-26:3-10) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                         :: : :.:                                   
gi|751                 ADAGYAPAAPGTQPKA                             
                               10                                   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.2  bits: 20.4 E():   61 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (10-68:351-416) 
 
                                    10        20        30          
PAT___                      ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
             40        50        60        70        80             
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN             
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (20-35:182-196) 
 
                          10        20        30          40        
PAT___            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                         
gi|217 DLMMIEEYPYVVIL                    
      210       220                      
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (20-35:182-196) 
 
                          10        20        30          40        
PAT___            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                         
gi|217 DLMMIEEYPYVVIL                    
      210       220                      
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>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (45-69:222-246) 
 
           20        30        40        50        60        70     
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
           80                                                       
PAT___ VIGLPN                                                       
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (44-53:135-144) 
 
            20        30        40        50        60        70    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
            80                                                      
PAT___ AVIGLPN                                                      
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (8-35:114-139) 
 
                                      10        20        30        
PAT___                        ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
        40        50        60        70        80                  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                  
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (44-53:138-147) 
 
            20        30        40        50        60        70    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
            80                                                      
PAT___ AVIGLPN                                                      
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:39-52) 
 
                                           10        20        30   
PAT___                             ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     :.:.:   ...:::                 
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gi|619 ETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGCCVA 
       10        20        30        40        50        60         
 
             40        50        60        70        80            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN            
                                                                   
gi|619 MKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRYFV 
       70        80        90       100       110       120        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (19-30:13-24) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                         ::.: :.: ..:                               
gi|456       MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTY 
                     10        20        30        40        50     
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (19-30:13-24) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                         ::.: :.: ..:                               
gi|184       MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTY 
                     10        20        30        40        50     
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (46-79:250-280) 
 
          20        30        40        50        60        70      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
          80                           
PAT___ IGLPN                           
         ::                            
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (15-43:9-37) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                     .:   :. : :  .   .:  :. :.::.                  
gi|132       MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIE 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ LKSMEAQGFKSVVAVIGLPN                                         
                                                                    
gi|132 GPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPE 
           60        70        80        90       100       110     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (44-70:11-36) 
 
            20        30        40        50        60        70    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
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            80                                                      
PAT___ AVIGLPN                                                      
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (39-60:124-147) 
 
       10        20        30        40          50        60       
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         70        80                                               
PAT___ QGFKSVVAVIGLPN                                               
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (39-60:124-147) 
 
       10        20        30        40          50        60       
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         70        80                                               
PAT___ QGFKSVVAVIGLPN                                               
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (39-60:124-147) 
 
       10        20        30        40          50        60       
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         70        80                                               
PAT___ QGFKSVVAVIGLPN                                               
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (43-65:182-206) 
 
             20        30        40        50           60          
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
      70        80  
PAT___ KSVVAVIGLPN  
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:61-74) 
 
                                           10        20        30   
PAT___                             ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     :.:.:   ...:::                 
gi|834 ETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGCCVA 
               40        50        60        70        80        90 
 
             40        50        60        70        80            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN            
                                                                   
gi|834 MKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRYFV 
              100       110       120       130       140          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (44-53:181-190) 
 
            20        30        40        50        60        70    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
            80                                                      
PAT___ AVIGLPN                                                      
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.0  bits: 17.1 E():   81 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (44-68:30-54) 
 
            20        30        40        50        60        70    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
            80                                    
PAT___ AVIGLPN                                    
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (36-79:117-159) 
 
          10        20        30        40        50        60      
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
          70        80                                              
PAT___ AQGFKSVVAVIGLPN                                              
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (12-34:9-26) 
 
               10        20        30        40        50        60 
PAT___ ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                  ::.: :.      : ::. ..:.                           
gi|320    YTTEGGTKAEAEDVIP----EG-WKVDTSYE                           
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                  10             20                                 
 
               70        80 
PAT___ LKSMEAQGFKSVVAVIGLPN 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
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Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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              80                                                    
PAT___ VVAVIGLPN                                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|5931948|gb|AAD56719.1|AF091737_1 allergen [Arachis   (160 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (1-9:70-78) 
 
                                             10        20        30 
PAT___                               ERLQDRYPWLVAEVEGVVAGIAYAGPWKAR 
                                     :. ::.::.                      
gi|593 RGDDQCQRQLQRANLRPCEEHMRRRVEQEQEQEQDEYPYSRRGSRGRQPGESDENQEQRC 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN           
                                                                    
gi|593 CNELNRFQNNQRCMCQALQQILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRP 
     100       110       120       130       140       150          
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (43-57:118-132) 
 
             20        30        40        50        60        70   
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
             80 
PAT___ VAVIGLPN 
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (46-79:316-346) 
 
          20        30        40        50        60        70      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
          80                           
PAT___ IGLPN                           
         ::                            
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.6  bits: 19.7 E():   96 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (34-67:183-216) 
 
            10        20        30        40         50        60   
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
             70        80                                           
PAT___ SMEAQGFKSVVAVIGLPN                                           
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:140-162) 
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                                            10        20        30  
PAT___                              ERLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     ::. .:   .::.: .: ..  :        
gi|845 EALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKT 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN            
                                                                    
gi|845 IKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRARKQA 
     170       180       190       200       210       220          
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (61-77:154-170) 
 
               40        50        60        70        80           
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN           
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (61-77:154-170) 
 
               40        50        60        70        80           
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN           
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (20-35:176-190) 
 
                          10        20        30          40        
PAT___            ERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|616 HYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDY---WIVRNSWDTNWGDNGYGYFAANI 
         150       160       170          180       190       200   
 
        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                         
gi|616 DLMMIEEYPYVVIL                    
            210                          
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.3  bits: 19.7 E(): 1e 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (12-34:128-151) 
 
                                  10         20        30        40 
PAT___                    ERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDWTVEST 
                                     ..::. .:.:.  .: :    ..:       
gi|711 VVSVFLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSP 
       100       110       120       130       140       150        
 
               50        60        70        80                     
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN                     
                                                                    
gi|711 PPPKWKGTCETSNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLV 
       160       170       180       190       200       210        
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:44 2011 done: Wed Jan 19 14:40:44 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 52  - 131 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     2     0:= 
  30     3     2:* 
  32    11     8:=*= 
  34    29    22:=====*== 
  36    40    44:==========* 
  38    47    73:============      * 
  40    79   102:====================     * 
  42    97   125:=========================      * 
  44   128   137:================================  * 
  46   118   140:==============================    * 
  48   148   134:=================================*=== 
  50   186   122:==============================*================ 
  52    93   107:========================  * 
  54    83    92:===================== * 
  56    81    77:===================*= 
  58    75    63:===============*=== 
  60    41    51:=========== * 
  62    48    41:==========*= 
  64    22    33:======  * 
  66    30    26:======*= 
  68    22    20:====*= 
  70    14    16:===* 
  72    27    12:==*==== 
  74    11    10:==* 
  76    15     8:=*== 
  78     2     6:=* 
  80     2     5:=* 
  82     6     3:*= 
  84     1     3:* 
  86    17     2:*==== 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.92550.00297; mu= 4.9363 0.154 
 mean_var=28.0381 6.942, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.242214 
 Kolmogorov-Smirnov  statistic: 0.0652 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   70 28.5   0.038 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.3 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.5     3.8 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.5     4.2 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.5     4.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.8     4.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.9     4.6 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.6     4.8 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.1     5.9 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 23.2     6.8 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   56 23.2     6.8 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.9     7.6 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.9     7.8 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.9     7.8 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.9     7.8 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.9     7.8 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.9     7.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 20.5     8.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.6     9.6 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.3      11 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   50 21.4      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.8      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.5      13 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 21.0      14 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 21.0      18 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 21.0      18 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.2      19 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.3      24 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   50 21.2      25 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.6      25 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.6      25 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      26 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      27 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   49 20.9      28 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      28 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      28 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.8      28 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.8      28 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 19.1      30 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      30 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.9      31 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   49 20.8      31 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.9      32 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      33 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      35 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      35 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.4      37 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.2      39 
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gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.2      39 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.4      39 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.9      39 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.9      39 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   48 20.5      40 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.9      40 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.4      40 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      42 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 16.1      43 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      44 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.2      44 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      44 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      44 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      45 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   47 20.1      46 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.1      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 18.1      47 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 18.1      47 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.1      47 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      48 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.4      49 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 18.1      49 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   42 18.7      50 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   42 18.7      51 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   42 18.7      51 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      51 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   47 20.1      52 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.8      53 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      55 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 20.1      55 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   43 18.9      57 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   47 20.1      58 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      60 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.3      61 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.8      61 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      61 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.4      63 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   52 21.5      64 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.6      65 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.6      65 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      66 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      66 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      67 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.8      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      68 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   39 17.7      69 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.0      70 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.0      70 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.9      75 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.7      76 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      80 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      81 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      81 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      81 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      82 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   39 17.7      83 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      83 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      85 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      85 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      90 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      90 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      90 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      90 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      90 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      90 
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gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      90 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      90 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      90 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      91 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      92 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   43 18.8      94 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   42 18.5      95 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      97 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   44 19.1      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  70  Z-score: 128.0  bits: 28.5 E(): 0.038 
Smith-Waterman score: 70; 31.4% identity (62.9% similar) in 35 aa overlap (41-75:16-50) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
               80                                                   
PAT___ VVAVIGLPND                                                   
        .:..                                                        
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.1  bits: 21.6 E():  3.3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (21-34:53-66) 
 
                         10        20        30        40        50 
PAT___           RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
               60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                      
gi|323 RTNAAVTVR                      
             90                       
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.1  bits: 22.5 E():  3.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (18-34:74-90) 
 
                            10        20        30        40        
PAT___              RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
        50        60        70        80                            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                            
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.3  bits: 22.5 E():  4.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (18-34:91-107) 
 
                            10        20        30        40        
PAT___              RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                            
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gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.3  bits: 22.5 E():  4.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (18-34:91-107) 
 
                            10        20        30        40        
PAT___              RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                            
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 91.2  bits: 22.8 E():  4.3 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (16-76:69-129) 
 
                              10        20        30        40      
PAT___                RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
            50        60        70        80                        
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                        
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.6  bits: 21.9 E():  4.6 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (48-80:3-35) 
 
        20        30        40        50        60        70        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
        80                                                          
PAT___ PND                                                          
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 90.3  bits: 23.6 E():  4.8 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 88.7  bits: 22.1 E():  5.9 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (35-51:32-48) 
 
           10        20        30        40        50        60     
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
           70        80                                             
PAT___ AQGFKSVVAVIGLPND                                             
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 87.5  bits: 23.2 E():  6.8 
Smith-Waterman score: 56; 22.5% identity (45.1% similar) in 71 aa overlap (18-80:96-164) 
 
                            10        20         30        40       
PAT___              RLQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
         50               60        70        80                    
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPND                    
         . ::.  . :        :  .. .:. ..:: . . ::                    
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 87.5  bits: 23.2 E():  6.8 
Smith-Waterman score: 56; 22.5% identity (45.1% similar) in 71 aa overlap (18-80:96-164) 
 
                            10        20         30        40       
PAT___              RLQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
         50               60        70        80                    
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPND                    
         . ::.  . :        :  .. .:. ..:: . . ::                    
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 86.6  bits: 22.9 E():  7.6 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (7-34:115-140) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:37-61) 
 
                                          10         20        30   
PAT___                            RLQDRYPWLVAEVEGV-VAGIAYAGPWKARNAY 
                                     ::   :..:.::  .  .  .:: :      
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gi|185 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVP 
         10        20        30        40        50        60       
 
             40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                        
gi|185 SGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD  
         70        80        90       100       110     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 84.9  bits: 22.6 E():  9.6 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (19-57:12-50) 
 
               10        20        30        40         50          
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHL 
                         :.  :.:  : .  ::  .:  .. . :  :   :::  :   
gi|947        MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCN 
                      10        20        30        40         50   
 
      60        70        80                                        
PAT___ LKSMEAQGFKSVVAVIGLPND                                        
                                                                    
gi|947 TADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLN 
             60        70        80        90       100       110   
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.5  bits: 17.3 E():   11 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:1-14) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                     ::. .: :.. : :                                 
gi|323               GVLFNIQYVNYWFAP                                
                             10                                     
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 83.4  bits: 21.4 E():   12 
Smith-Waterman score: 50; 24.1% identity (48.3% similar) in 58 aa overlap (1-46:90-147) 
 
                                             10          20         
PAT___                               RLQDRYPWLVAEVEGVVA--GIAYAGPWKA 
                                     : . :::::..  .  .   . :: .   . 
gi|668 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
      60        70        80        90       100       110          
 
       30                  40        50        60        70         
PAT___ RNA----------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
       ..:          : :.. : .  .: :                                 
gi|668 QTALHANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
     120       130       140       150       160       170          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.2  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (39-51:63-75) 
 
       10        20        30        40        50        60         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
       70        80 
PAT___ KSVVAVIGLPND 
                    
gi|387 TIPR         
                    
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 83.1  bits: 20.8 E():   12 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (14-70:105-161) 
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                                10        20        30        40    
PAT___                  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
            50         60        70        80        
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPND        
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (7-77:32-100) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (14-57:67-110) 
 
                                10        20        30        40    
PAT___                  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                        
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (14-57:127-170) 
 
                                10        20        30        40    
PAT___                  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            50        60        70        80                        
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                        
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (14-57:127-170) 
 
                                10        20        30        40    
PAT___                  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
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        100       110       120       130       140       150       
 
            50        60        70        80                        
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                        
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.4  bits: 21.2 E():   19 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (28-77:112-155) 
 
                  10        20        30        40        50        
PAT___    RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
        60        70        80                                      
PAT___ HLLKSMEAQGFKSVVAVIGLPND                                      
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (8-69:147-199) 
 
                                      10        20        30        
PAT___                        RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
        40        50        60        70        80                  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                  
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 50; 23.7% identity (48.7% similar) in 76 aa overlap (1-67:125-200) 
 
                                             10        20        30 
PAT___                               RLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
               40                 50        60        70        80  
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND  
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.3  bits: 20.6 E():   25 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:289-326) 
 
                               10        20        30          40   
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
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             50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
        . :. ::...                            
AOID|2 ERGHNSLGINNYVTYATL                     
         320       330                        
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.3  bits: 20.6 E():   25 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:289-326) 
 
                               10        20        30          40   
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
             50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
        . :. ::...                            
gi|336 ERGHNSLGINNFVTYATL                     
         320       330                        
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (37-80:61-109) 
 
         10        20        30        40             50        60  
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
              70         80                                         
PAT___ SMEAQGFKSVVA-VIGLPND                                         
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (37-79:61-109) 
 
         10        20        30        40        50        60       
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
            70           80                                         
PAT___ G---FKSV---VAVIGLPND                                         
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (50-75:50-75) 
 
      20        30        40        50        60        70          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
      80                                                            
PAT___ D                                                            
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
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>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.9 E():   28 
Smith-Waterman score: 49; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:276-284) 
 
                                             10        20        30 
PAT___                               RLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : . :::::                      
gi|125 GNIDMYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDV 
         250       260       270       280       290       300      
 
               40        50        60        70        80           
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND           
                                                                    
gi|125 QMALHANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVP 
         310       320       330       340       350       360      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (11-33:9-26) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                 ::.: :.      : ::: ..:.                            
gi|320   YTTEGGTKAEAEDVIP----EG-WKADTSYE                            
                 10             20                                  
 
               70        80 
PAT___ KSMEAQGFKSVVAVIGLPND 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (26-33:19-26) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                                ::: ..:.                            
gi|320        YTTEGGKKVEAEDVIPEGWKADTSYE                            
                      10        20                                  
 
               70        80 
PAT___ KSMEAQGFKSVVAVIGLPND 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:36-48) 
 
                                           10        20        30   
PAT___                             RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                        
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD     
          70        80        90       100              
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:36-48) 
 
                                           10        20        30   
PAT___                             RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
             40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
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gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD     
          70        80        90       100              
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (9-33:13-35) 
 
                   10        20        30        40        50       
PAT___     RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
         60        70        80                                     
PAT___ THLLKSMEAQGFKSVVAVIGLPND                                     
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (39-57:174-192) 
 
       10        20        30        40        50        60         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
       70        80                                            
PAT___ KSVVAVIGLPND                                            
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (14-38:242-266) 
 
                                10        20        30        40    
PAT___                  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
            50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.5  bits: 20.8 E():   31 
Smith-Waterman score: 49; 30.4% identity (50.7% similar) in 69 aa overlap (15-77:220-287) 
 
                               10        20        30         40    
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
            50        60             70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPND                   
             :.  .. .:: :  .:.     :::. :: ..:                      
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (15-35:259-276) 
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                               10        20        30        40     
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
           50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (43-52:31-40) 
 
             20        30        40        50        60        70   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
             80                                                     
PAT___ AVIGLPND                                                     
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 41; 50.0% identity (75.0% similar) in 12 aa overlap (4-15:37-48) 
 
                                          10        20        30    
PAT___                            RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|117 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVP 
         10        20        30        40        50        60       
 
            40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                       
gi|117 SGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
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         70        80        90       100       110    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (20-53:250-290) 
 
                          10        20        30        40          
PAT___            RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              50        60        70        80                      
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                      
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (20-53:250-290) 
 
                          10        20        30        40          
PAT___            RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              50        60        70        80                      
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                      
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (6-26:80-104) 
 
                                        10            20        30  
PAT___                          RLQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                         
gi|408 LTSFRKV                                           
     110                                                 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.9  bits: 19.9 E():   39 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (15-35:277-294) 
 
                               10        20        30        40     
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                            
gi|156 QAGNNLMMIEQYPYVVIM                   
           310       320                    
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.9  bits: 19.9 E():   39 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (15-35:277-294) 
 
                               10        20        30        40     
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PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                            
gi|275 QAGNNLMMIEQYPYVVIM                   
           310       320                    
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 48; 23.7% identity (48.7% similar) in 76 aa overlap (1-67:125-200) 
 
                                             10        20        30 
PAT___                               RLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     : :::.  .    :: . ..  .  :   : 
gi|186 QGKGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYN 
          100       110       120       130       140       150     
 
               40                 50        60        70        80  
PAT___ AYDWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND  
         :  : ..  .   : ..:      :. :...   ..:: .. ::               
gi|186 NEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEE 
          160       170       180       190       200       210     
 
gi|186 NEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQ 
          220       230       240       250       260       270     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.9 E():   40 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (29-36:234-241) 
 
                 10        20        30        40        50         
PAT___   RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
       60        70        80                                       
PAT___ LLKSMEAQGFKSVVAVIGLPND                                       
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.6  bits: 18.4 E():   40 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (11-43:85-117) 
 
                                   10        20        30        40 
PAT___                     RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
               50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
         :                                      
gi|128 DCSRVN                                   
          120                                   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 19.3 E():   42 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (62-80:44-62) 
 
              40        50        60        70        80            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND            
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1657



 

 

 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 73.1  bits: 16.1 E():   43 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:6-19) 
 
                   10        20        30        40        50       
PAT___     RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
            .:: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:91-116) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
       80                                      
PAT___ ND                                      
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (49-76:184-210) 
 
       20        30        40        50        60        70         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
       80                                                           
PAT___ ND                                                           
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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       80                                      
PAT___ ND                                      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
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>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (51-74:92-117) 
 
               30        40        50          60        70         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       80                                      
PAT___ ND                                      
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (48-80:18-50) 
 
        20        30        40        50        60        70        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
        80                                                          
PAT___ PND                                                          
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (15-77:220-287) 
 
                               10        20        30         40    
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
            50        60             70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPND                   
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (62-80:17-35) 
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              40        50        60        70        80            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND            
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:36-48) 
 
                                           10        20        30   
PAT___                             RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
             40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                        
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD   
          70        80        90       100       110    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:36-48) 
 
                                           10        20        30   
PAT___                             RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
             40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                        
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD   
          70        80        90       100       110    
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (62-80:17-35) 
 
              40        50        60        70        80            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND            
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (18-29:13-24) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                        ::.: :.: ..:                                
gi|219      MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYY 
                    10        20        30        40        50      
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.1  bits: 20.4 E():   49 
Smith-Waterman score: 48; 25.5% identity (54.9% similar) in 51 aa overlap (1-51:219-268) 
 
                                             10        20        30 
PAT___                               RLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     .. ::   :.  .:.  ..:  : :      
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gi|131 QGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSE-LLRGIENYRVAILEAEPQTFIV 
      190       200       210       220        230       240        
 
               40        50        60        70        80           
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND           
          : .::.:.:.. .  ..:                                        
gi|131 PNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDNNERLVLA 
       250       260       270       280       290       300        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (9-27:80-98) 
 
                                     10        20        30         
PAT___                       RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
       40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                                  
gi|671 STNCATVK                                   
     110                                          
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (26-80:100-161) 
 
                    10        20        30        40         50     
PAT___      RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
           60              70        80                 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPND                 
       : .::. ...  :     .:.::   ::: .:                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (26-80:102-163) 
 
                    10        20        30        40         50     
PAT___      RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
           60              70        80                 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPND                 
       : .::. ...  :     .:.::   ::: .:                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (26-80:103-164) 
 
                    10        20        30        40         50     
PAT___      RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
           60              70        80                 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPND                 
       : .::. ...  :     .:.::   ::: .:                 
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
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            140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 19.0 E():   51 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (39-57:138-156) 
 
       10        20        30        40        50        60         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
       70        80                                            
PAT___ KSVVAVIGLPND                                            
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.6  bits: 20.1 E():   52 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (15-77:219-286) 
 
                               10        20        30         40    
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
            50        60             70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPND                   
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.4  bits: 19.8 E():   53 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (7-34:84-109) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (17-37:12-32) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                       ::..:.:.:  . .  .  ::                        
gi|227      MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGE 
                    10        20        30        40        50      
 
               70        80                               
PAT___ KSMEAQGFKSVVAVIGLPND                               
                                                          
gi|227 DLIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
          60        70        80        90       100      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.0  bits: 20.1 E():   55 
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Smith-Waterman score: 47; 29.0% identity (52.2% similar) in 69 aa overlap (15-77:219-286) 
 
                               10        20        30         40    
PAT___                 RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
            50        60             70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPND                   
             :.  .. .:. :. .:.     :::. :: ..:                      
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (45-78:187-217) 
 
           20        30        40        50        60        70     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
           80                          
PAT___ IGLPND                          
         ::                            
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.6  bits: 20.1 E():   58 
Smith-Waterman score: 47; 45.5% identity (72.7% similar) in 22 aa overlap (59-80:104-124) 
 
       30        40        50        60        70        80         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND         
                                     .::.  ..:.:: .:  :: ::         
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.4  bits: 15.1 E():   60 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (3-9:4-10) 
 
                10        20        30        40        50          
PAT___  RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
          .:  ::.                                                   
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (10-33:46-69) 
 
                                    10        20        30          
PAT___                      RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
      40        50        60        70        80                    
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                    
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
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>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.3  bits: 14.8 E():   61 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (15-23:1-9) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                     : :.:...:                                      
gi|131               GPVGGVVHAHMMPLL                                
                             10                                     
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (39-57:175-193) 
 
       10        20        30        40        50        60         
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
       70        80                                            
PAT___ KSVVAVIGLPND                                            
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.1  bits: 20.4 E():   63 
Smith-Waterman score: 48; 22.7% identity (56.1% similar) in 66 aa overlap (9-67:351-416) 
 
                                     10        20        30         
PAT___                       RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
              40        50        60        70        80            
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND            
        : .: :  .:.  .. :  :..:... : .. . :                         
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.9  bits: 21.5 E():   64 
Smith-Waterman score: 52; 40.9% identity (72.7% similar) in 22 aa overlap (59-80:481-502) 
 
       30        40        50        60        70        80         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND         
                                     ..:: .:.    ..:: .::::         
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (19-34:182-196) 
 
                           10        20        30          40       
PAT___             RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
         50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
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gi|217 DLMMIEEYPYVVIL                     
      210       220                       
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (19-34:182-196) 
 
                           10        20        30          40       
PAT___             RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
         50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                          
gi|217 DLMMIEEYPYVVIL                     
      210       220                       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.7  bits: 14.8 E():   66 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (18-25:3-10) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                        :: : :.:                                    
gi|751                ADAGYAPAAPGTQPKA                              
                              10                                    
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (44-68:222-246) 
 
            20        30        40        50        60        70    
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
            80                                                      
PAT___ VIGLPND                                                      
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (43-52:135-144) 
 
             20        30        40        50        60        70   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
             80                                                     
PAT___ AVIGLPND                                                     
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (7-34:114-139) 
 
                                       10        20        30       
PAT___                         RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
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         40        50        60        70        80                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND                 
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (43-52:138-147) 
 
             20        30        40        50        60        70   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
             80                                                     
PAT___ AVIGLPND                                                     
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:39-52) 
 
                                            10        20        30  
PAT___                              RLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     :.:.:   ...:::                 
gi|619 ETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGCCVA 
       10        20        30        40        50        60         
 
              40        50        60        70        80           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND           
                                                                   
gi|619 MKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRYFV 
       70        80        90       100       110       120        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (18-29:13-24) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                        ::.: :.: ..:                                
gi|184      MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYY 
                    10        20        30        40        50      
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (18-29:13-24) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                        ::.: :.: ..:                                
gi|456      MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYY 
                    10        20        30        40        50      
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (45-78:250-280) 
 
           20        30        40        50        60        70     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
           80                          
PAT___ IGLPND                          
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         ::                            
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (14-42:9-37) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                    .:   :. : :  .   .:  :. :.::.                   
gi|132      MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEG 
                    10        20        30        40        50      
 
               70        80                                         
PAT___ KSMEAQGFKSVVAVIGLPND                                         
                                                                    
gi|132 PVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEA 
          60        70        80        90       100       110      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (43-69:11-36) 
 
             20        30        40        50        60        70   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
             80                                                     
PAT___ AVIGLPND                                                     
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (38-59:124-147) 
 
        10        20        30        40          50        60      
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          70        80                                              
PAT___ QGFKSVVAVIGLPND                                              
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (38-59:124-147) 
 
        10        20        30        40          50        60      
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          70        80                                              
PAT___ QGFKSVVAVIGLPND                                              
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (38-59:124-147) 
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        10        20        30        40          50        60      
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          70        80                                              
PAT___ QGFKSVVAVIGLPND                                              
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (42-64:182-206) 
 
              20        30        40        50           60         
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
       70        80 
PAT___ KSVVAVIGLPND 
                    
gi|162 PKTKVIPYVRYL 
              220   
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:61-74) 
 
                                            10        20        30  
PAT___                              RLQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     :.:.:   ...:::                 
gi|834 ETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGCCVA 
               40        50        60        70        80        90 
 
              40        50        60        70        80           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND           
                                                                   
gi|834 MKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRYFV 
              100       110       120       130       140          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (43-52:181-190) 
 
             20        30        40        50        60        70   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
             80                                                     
PAT___ AVIGLPND                                                     
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.6  bits: 17.1 E():   85 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (43-67:30-54) 
 
             20        30        40        50        60        70   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
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             80                                   
PAT___ AVIGLPND                                   
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (35-78:117-159) 
 
           10        20        30        40        50        60     
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
           70        80                                             
PAT___ AQGFKSVVAVIGLPND                                             
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
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         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               80                                                   
PAT___ VVAVIGLPND                                                   
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 15.0 E():   91 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (11-33:9-26) 
 
               10        20        30        40        50        60 
PAT___ RLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL 
                 ::.: :.      : ::. ..:.                            
gi|320   YTTEGGTKAEAEDVIP----EG-WKVDTSYE                            
                 10             20                                  
 
               70        80 
PAT___ KSMEAQGFKSVVAVIGLPND 
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (42-56:118-132) 
 
              20        30        40        50        60        70  
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
              80 
PAT___ VAVIGLPND 
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (45-78:316-346) 
 
           20        30        40        50        60        70     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
           80                          
PAT___ IGLPND                          
         ::                            
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 45; 27.6% identity (53.4% similar) in 58 aa overlap (7-61:100-156) 
 
                                       10        20          30     
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PAT___                         RLQDRYPWLVAEVEGVVAGI--AYAGPWKARNAYDW 
                                     :  .:.. :..  .  ::   .:: .:.   
gi|249 QPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPR 
      70        80        90       100       110       120          
 
            40        50        60        70        80              
PAT___ -TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND              
         :.   .  ::  :.  :. : .: .:                                 
gi|249 GQVRRLRHCPHRSLRVIAGA-LEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATA 
     130       140        150       160       170       180         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.5  bits: 19.7 E():   97 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (33-66:183-216) 
 
             10        20        30        40         50        60  
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
              70        80                                          
PAT___ SMEAQGFKSVVAVIGLPND                                          
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 19.1 E():   98 
Smith-Waterman score: 44; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:140-162) 
 
                                             10        20        30 
PAT___                               RLQDRYPWLVAEVEGVVAGIAYAGPWKARN 
                                     ::. .:   .::.: .: ..  :        
gi|845 EALRKNMQFEIDRLTAALADAEARMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKT 
     110       120       130       140       150       160          
 
               40        50        60        70        80           
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND           
                                                                    
gi|845 IKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISALSAELEECKVALDNAIRARKQA 
     170       180       190       200       210       220          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:44 2011 done: Wed Jan 19 14:40:44 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 53  - 132 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     0     0: 
  30     3     2:* 
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  32    11     8:==*= 
  34    29    22:=======*== 
  36    39    44:============= * 
  38    49    73:=================       * 
  40    84   102:============================     * 
  42    97   125:=================================        * 
  44   129   137:===========================================  * 
  46   127   140:===========================================   * 
  48   170   134:============================================*============ 
  50   165   122:========================================*============== 
  52    98   107:=================================  * 
  54    87    92:============================= * 
  56    88    77:=========================*==== 
  58    52    63:==================  * 
  60    37    51:=============   * 
  62    38    41:=============* 
  64    25    33:========= * 
  66    31    26:========*== 
  68    23    20:======*= 
  70    26    16:=====*=== 
  72    20    12:===*=== 
  74    16    10:===*== 
  76     5     8:==* 
  78     6     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     3     3:* 
  86    13     2:*==== 
  88     1     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.77030.00297; mu= 6.0050 0.154 
 mean_var=28.8852 7.110, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.238636 
 Kolmogorov-Smirnov  statistic: 0.0558 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.3   0.023 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   66 26.5    0.68 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   66 26.5    0.68 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4     3.9 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.3     4.8 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.3     4.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.6     4.8 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.5     5.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.3 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.7 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.8     8.4 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.5 
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gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.8     8.5 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.5 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.5 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.8     8.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 20.3      10 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.4      10 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.9      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.3      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.9      16 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.8      20 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.8      20 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   48 20.5      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.1      21 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   48 20.5      21 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   48 20.5      22 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.2      26 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.5      27 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.5      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.6      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.6      32 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      33 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   46 19.8      33 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.5      33 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.5      33 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.9      34 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   49 20.7      34 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      34 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   46 19.8      35 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   46 19.8      35 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.8      36 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.1      42 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.1      42 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.8      42 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.8      42 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.3      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.8      43 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.3      44 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      45 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      46 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.1      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   47 20.0      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   33 15.8      51 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.6      52 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.9      53 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.9      53 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      53 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      53 
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gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   47 20.0      54 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      55 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   47 20.0      55 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   42 18.5      55 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      56 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   42 18.5      56 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   42 18.5      56 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.7      57 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 20.0      59 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   47 20.0      62 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      62 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   43 18.8      63 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   52 21.5      65 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   48 20.3      66 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   48 20.3      66 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   40 17.9      67 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   40 17.9      67 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      67 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      67 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      69 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      70 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      71 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      71 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.7      71 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.8      72 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.5      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      75 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   45 19.4      77 
gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fago ( 127)   39 17.5      77 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      77 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      77 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      79 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      81 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      84 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      85 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      85 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   45 19.3      86 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      88 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      89 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      89 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      90 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      90 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      90 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      91 
gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopy ( 149)   39 17.5      92 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   39 17.5      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      95 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      99 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      99 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      99 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      99 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      99 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      99 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      99 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      99 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.9  bits: 29.3 E(): 0.023 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (40-80:16-57) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
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                              10        20        30        40      
 
      70         80                                                 
PAT___ VVAVI-GLPNDP                                                 
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  51 init1:  51 opt:  66  Z-score: 105.4  bits: 26.5 E(): 0.68 
Smith-Waterman score: 66; 23.6% identity (45.8% similar) in 72 aa overlap (17-80:96-165) 
 
                             10        20         30        40      
PAT___               LQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
          50               60        70        80                   
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDP                   
         . ::.  . :        :  .. .:. ..:: . . :::                   
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  51 init1:  51 opt:  66  Z-score: 105.4  bits: 26.5 E(): 0.68 
Smith-Waterman score: 66; 23.6% identity (45.8% similar) in 72 aa overlap (17-80:96-165) 
 
                             10        20         30        40      
PAT___               LQDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
          50               60        70        80                   
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDP                   
         . ::.  . :        :  .. .:. ..:: . . :::                   
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.8  bits: 21.4 E():  3.9 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (20-33:53-66) 
 
                          10        20        30        40          
PAT___            LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
      50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                       
gi|323 RTNAAVTVR                       
             90                        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.0  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (17-33:74-90) 
 
                             10        20        30        40       
PAT___               LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
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         50        60        70        80                           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                           
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (17-33:91-107) 
 
                             10        20        30        40       
PAT___               LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                           
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (17-33:91-107) 
 
                             10        20        30        40       
PAT___               LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                           
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.2  bits: 22.6 E():  4.8 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (15-75:69-129) 
 
                               10        20        30        40     
PAT___                 LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
             50        60        70        80                       
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                       
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 89.5  bits: 23.5 E():  5.3 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.4  bits: 21.6 E():  5.3 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (47-79:3-35) 
 
         20        30        40        50        60        70       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
         80                                                         
PAT___ PNDP                                                         
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 21.9 E():  6.7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (34-50:32-48) 
 
            10        20        30        40        50        60    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
            70        80                                            
PAT___ AQGFKSVVAVIGLPNDP                                            
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (6-33:115-140) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1679



 

 

                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
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PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:37-61) 
 
                                           10         20        30  
PAT___                             LQDRYPWLVAEVEGV-VAGIAYAGPWKARNAY 
                                     ::   :..:.::  .  .  .:: :      
gi|185 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVP 
         10        20        30        40        50        60       
 
              40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                         
gi|185 SGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD   
         70        80        90       100       110      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (18-56:12-50) 
 
               10        20        30        40         50          
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLL 
                        :.  :.:  : .  ::  .:  .. . :  :   :::  :    
gi|947       MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNT 
                     10        20        30        40         50    
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      60        70        80                                        
PAT___ KSMEAQGFKSVVAVIGLPNDP                                        
                                                                    
gi|947 ADQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNE 
            60        70        80        90       100       110    
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (13-69:105-161) 
 
                                 10        20        30        40   
PAT___                   LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
             50         60        70        80       
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDP       
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (38-50:63-75) 
 
        10        20        30        40        50        60        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
        70        80 
PAT___ KSVVAVIGLPNDP 
                     
gi|387 TIPR          
                     
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.8  bits: 16.9 E():   14 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:1-14) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                    ::. .: :.. : :                                  
gi|323              GVLFNIQYVNYWFAP                                 
                            10                                      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 81.6  bits: 20.3 E():   14 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (6-76:32-100) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (13-56:67-110) 
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                                 10        20        30        40   
PAT___                   LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                       
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (13-56:127-170) 
 
                                 10        20        30        40   
PAT___                   LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             50        60        70        80                       
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                       
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (13-56:127-170) 
 
                                 10        20        30        40   
PAT___                   LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             50        60        70        80                       
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                       
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.5 E():   20 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (48-80:81-113) 
 
        20        30        40        50        60        70        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
        80                                                          
PAT___ NDP                                                          
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (27-76:112-155) 
 
                   10        20        30        40        50       
PAT___     LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
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         60        70        80                                     
PAT___ HLLKSMEAQGFKSVVAVIGLPNDP                                     
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (48-80:92-124) 
 
        20        30        40        50        60        70        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
        80                                                          
PAT___ NDP                                                          
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (48-80:99-131) 
 
        20        30        40        50        60        70        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
        80                                                          
PAT___ NDP                                                          
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (7-68:147-199) 
 
                                       10        20        30       
PAT___                         LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
         40        50        60        70        80                 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                 
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:289-326) 
 
                                10        20        30          40  
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
              50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
        . :. ::...                             
AOID|2 ERGHNSLGINNYVTYATL                      
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         320       330                         
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:289-326) 
 
                                10        20        30          40  
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
              50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
        . :. ::...                             
gi|336 ERGHNSLGINNFVTYATL                      
         320       330                         
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (36-79:61-109) 
 
          10        20        30        40             50        60 
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
               70         80                                        
PAT___ SMEAQGFKSVVA-VIGLPNDP                                        
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (36-78:61-109) 
 
          10        20        30        40        50        60      
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
             70           80                                        
PAT___ G---FKSV---VAVIGLPNDP                                        
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (49-74:50-75) 
 
       20        30        40        50        60        70         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
       80                                                           
PAT___ DP                                                           
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:36-48) 
 
                                            10        20        30  
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PAT___                              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                         
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD      
          70        80        90       100               
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:36-48) 
 
                                            10        20        30  
PAT___                              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
              40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                         
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD      
          70        80        90       100               
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (38-56:174-192) 
 
        10        20        30        40        50        60        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
        70        80                                           
PAT___ KSVVAVIGLPNDP                                           
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 24.1% identity (48.1% similar) in 54 aa overlap (4-45:94-147) 
 
                                          10          20        30  
PAT___                            LQDRYPWLVAEVEGVVA--GIAYAGPWKARNA- 
                                     :::::..  .  .   . :: .   ...:  
gi|668 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTAL 
            70        80        90       100       110       120    
 
                        40        50        60        70        80  
PAT___ ---------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP  
                : :.. : .  .: :                                     
gi|668 HANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
           130       140       150       160       170       180    
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.0  bits: 16.5 E():   33 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (25-32:19-26) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                               ::: ..:.                             
gi|320       YTTEGGKKVEAEDVIPEGWKADTSYE                             
                     10        20                                   
 
               70        80 
PAT___ SMEAQGFKSVVAVIGLPNDP 
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.0  bits: 16.5 E():   33 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (10-32:9-26) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                ::.: :.      : ::: ..:.                             
gi|320  YTTEGGTKAEAEDVIP----EG-WKADTSYE                             
                10             20                                   
 
               70        80 
PAT___ SMEAQGFKSVVAVIGLPNDP 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (8-32:13-35) 
 
                    10        20        30        40        50      
PAT___      LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
          60        70        80                                    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDP                                    
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 49; 30.4% identity (50.7% similar) in 69 aa overlap (14-76:220-287) 
 
                                10        20        30         40   
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
             50        60             70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDP                  
             :.  .. .:: :  .:.     :::. :: ..:                      
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (13-37:242-266) 
 
                                 10        20        30        40   
PAT___                   LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
             50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   35 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (48-80:98-130) 
 
        20        30        40        50        60        70        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
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        80                                                          
PAT___ NDP                                                          
        .:                                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   35 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (48-80:98-130) 
 
        20        30        40        50        60        70        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        80                                                          
PAT___ NDP                                                          
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (14-34:259-276) 
 
                                10        20        30        40    
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
            50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (42-51:31-40) 
 
              20        30        40        50        60        70  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
              80                                                    
PAT___ AVIGLPNDP                                                    
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
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      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (19-52:250-290) 
 
                           10        20        30        40         
PAT___             LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               50        60        70        80                     
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                     
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (19-52:250-290) 
 
                           10        20        30        40         
PAT___             LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               50        60        70        80                     
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                     
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (14-34:277-294) 
 
                                10        20        30        40    
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                             
gi|156 QAGNNLMMIEQYPYVVIM                    
           310       320                     
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (14-34:277-294) 
 
                                10        20        30        40    
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
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            50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                             
gi|275 QAGNNLMMIEQYPYVVIM                    
           310       320                     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 41; 50.0% identity (75.0% similar) in 12 aa overlap (3-14:37-48) 
 
                                           10        20        30   
PAT___                             LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|117 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVP 
         10        20        30        40        50        60       
 
             40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                        
gi|117 SGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD  
         70        80        90       100       110     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.8 E():   43 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (28-35:234-241) 
 
                  10        20        30        40        50        
PAT___    LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
        60        70        80                                      
PAT___ LLKSMEAQGFKSVVAVIGLPNDP                                      
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (5-25:80-104) 
 
                                         10            20        30 
PAT___                           LQDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                          
gi|408 LTSFRKV                                            
     110                                                  
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 18.2 E():   45 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (10-42:85-117) 
 
                                    10        20        30          
PAT___                      LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
      40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
         :                                       
gi|128 DCSRVN                                    
          120                                    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (61-79:44-62) 
 
               40        50        60        70        80           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP           
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.3  bits: 20.1 E():   47 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (48-75:184-210) 
 
        20        30        40        50        60        70        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
        80                                                          
PAT___ NDP                                                          
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:91-116) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
        80                                     
PAT___ NDP                                     
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
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PAT___ NDP                                     
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (50-73:92-117) 
 
      20        30        40        50          60        70        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        80                                     
PAT___ NDP                                     
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.9  bits: 20.0 E():   50 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (14-76:220-287) 
 
                                10        20        30         40   
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
             50        60             70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDP                  
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (47-79:18-50) 
 
         20        30        40        50        60        70       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
         80                                                         
PAT___ PNDP                                                         
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 71.7  bits: 15.8 E():   51 
Smith-Waterman score: 33; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:6-19) 
 
                    10        20        30        40        50      
PAT___      LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
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            .:: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.5  bits: 20.6 E():   52 
Smith-Waterman score: 49; 21.2% identity (52.5% similar) in 80 aa overlap (8-80:351-430) 
 
                                      10        20        30        
PAT___                        LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
               40        50        60        70        80           
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP           
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .::           
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   53 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:36-48) 
 
                                            10        20        30  
PAT___                              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                         
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD    
          70        80        90       100       110     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   53 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:36-48) 
 
                                            10        20        30  
PAT___                              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
              40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                         
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD    
          70        80        90       100       110     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (61-79:17-35) 
 
               40        50        60        70        80           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP           
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (61-79:17-35) 
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               40        50        60        70        80           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP           
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 47; 23.0% identity (48.6% similar) in 74 aa overlap (2-66:127-200) 
 
                                            10        20        30  
PAT___                              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     :::.  .    :: . ..  .  :   :   
gi|186 KGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNE 
        100       110       120       130       140       150       
 
              40                 50        60        70        80   
PAT___ DWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP   
       :  : ..  .   : ..:      :. :...   ..:: .. ::                 
gi|186 DTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENE 
        160       170       180       190       200       210       
 
gi|186 GGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRP 
        220       230       240       250       260       270       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (17-28:13-24) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                       ::.: :.: ..:                                 
gi|219     MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYN 
                   10        20        30        40        50       
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.1  bits: 20.0 E():   55 
Smith-Waterman score: 47; 30.4% identity (52.2% similar) in 69 aa overlap (14-76:219-286) 
 
                                10        20        30         40   
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
             50        60             70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDP                  
             :.  .  .:. ::      .:.:::. :: ..:                      
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.0  bits: 18.5 E():   55 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (25-79:100-161) 
 
                     10        20        30        40         50    
PAT___       LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
             60             70        80                
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDP                
       : .::. ...  :     .:.::   ::: .:                 
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gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (8-26:80-98) 
 
                                      10        20        30        
PAT___                        LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
        40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                                   
gi|671 STNCATVK                                    
     110                                           
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (25-79:102-163) 
 
                     10        20        30        40         50    
PAT___       LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
             60             70        80                
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDP                
       : .::. ...  :     .:.::   ::: .:                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (25-79:103-164) 
 
                     10        20        30        40         50    
PAT___       LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
             60             70        80                
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDP                
       : .::. ...  :     .:.::   ::: .:                 
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (38-56:138-156) 
 
        10        20        30        40        50        60        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
        70        80                                           
PAT___ KSVVAVIGLPNDP                                           
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.8  bits: 19.7 E():   57 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (6-33:84-109) 
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                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 29.0% identity (52.2% similar) in 69 aa overlap (14-76:219-286) 
 
                                10        20        30         40   
PAT___                  LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
             50        60             70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDP                  
             :.  .. .:. :. .:.     :::. :: ..:                      
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.1  bits: 20.0 E():   62 
Smith-Waterman score: 47; 45.5% identity (72.7% similar) in 22 aa overlap (58-79:104-124) 
 
        30        40        50        60        70        80        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP        
                                     .::.  ..:.:: .:  :: ::         
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (16-36:12-32) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                      ::..:.:.:  . .  .  ::                         
gi|227     MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGED 
                   10        20        30        40        50       
 
               70        80                              
PAT___ SMEAQGFKSVVAVIGLPNDP                              
                                                         
gi|227 LIGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
         60        70        80        90       100      
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (44-77:187-217) 
 
            20        30        40        50        60        70    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
            80                         
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PAT___ IGLPNDP                         
         ::                            
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.8  bits: 21.5 E():   65 
Smith-Waterman score: 52; 40.9% identity (72.7% similar) in 22 aa overlap (58-79:481-502) 
 
        30        40        50        60        70        80        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP        
                                     ..:: .:.    ..:: .::::         
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.7  bits: 20.3 E():   66 
Smith-Waterman score: 48; 20.0% identity (51.2% similar) in 80 aa overlap (8-80:351-430) 
 
                                      10        20        30        
PAT___                        LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
               40        50        60        70        80           
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP           
        : .: :  ...  .. :  :..:... : .. . :  .     .  .::           
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.7  bits: 20.3 E():   66 
Smith-Waterman score: 48; 20.0% identity (51.2% similar) in 80 aa overlap (8-80:351-430) 
 
                                      10        20        30        
PAT___                        LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
               40        50        60        70        80           
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP           
        : .: :  ...  .. :  :..:... : .. . :  .     .  .::           
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 40; 42.9% identity (85.7% similar) in 14 aa overlap (67-80:11-24) 
 
         40        50        60        70        80                 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                 
                                     : .:..:.:: ..:                 
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.9 E():   67 
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Smith-Waterman score: 40; 42.9% identity (85.7% similar) in 14 aa overlap (67-80:11-24) 
 
         40        50        60        70        80                 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                 
                                     : .:..:.:: ..:                 
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (38-56:175-193) 
 
        10        20        30        40        50        60        
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
        70        80                                           
PAT___ KSVVAVIGLPNDP                                           
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.2 E():   67 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (9-32:46-69) 
 
                                     10        20        30         
PAT___                       LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
       40        50        60        70        80                   
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                   
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (49-80:238-268) 
 
       20        30        40        50        60        70         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
       80                                                           
PAT___ DP                                                           
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (43-67:222-246) 
 
             20        30        40        50        60        70   
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
             80                                                     
PAT___ VIGLPNDP                                                     
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gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (18-33:182-196) 
 
                            10        20        30          40      
PAT___              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
          50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                           
gi|217 DLMMIEEYPYVVIL                      
      210       220                        
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (18-33:182-196) 
 
                            10        20        30          40      
PAT___              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
          50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                           
gi|217 DLMMIEEYPYVVIL                      
      210       220                        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (6-33:114-139) 
 
                                        10        20        30      
PAT___                          LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
          40        50        60        70        80                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.0  bits: 14.8 E():   72 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (2-8:4-10) 
 
                 10        20        30        40        50         
PAT___   LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
          .:  ::.                                                   
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (42-51:135-144) 
 
              20        30        40        50        60        70  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
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              80                                                    
PAT___ AVIGLPNDP                                                    
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.7  bits: 14.5 E():   74 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (14-22:1-9) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                    : :.:...:                                       
gi|131              GPVGGVVHAHMMPLL                                 
                            10                                      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (42-51:138-147) 
 
              20        30        40        50        60        70  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
              80                                                    
PAT___ AVIGLPNDP                                                    
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:118-134) 
 
            40        50        60        70        80              
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP              
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 5 aa overlap (4-8:280-284) 
 
                                          10        20        30    
PAT___                            LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                     :::::                          
gi|125 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMAL 
     250       260       270       280       290       300          
 
            40        50        60        70        80              
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP              
                                                                    
gi|125 HANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
     310       320       330       340       350       360          
 
>>gi|61970231|gb|AAX57578.1| BW 16kDa allergen [Fagopyru  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:39-52) 
 
                                             10        20        30 
PAT___                               LQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     :.:.:   ...:::                 
gi|619 ETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGCCVA 
       10        20        30        40        50        60         
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               40        50        60        70        80          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP          
                                                                   
gi|619 MKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSEMECGSRGNRYFV 
       70        80        90       100       110       120        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (17-28:13-24) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                       ::.: :.: ..:                                 
gi|184     MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYN 
                   10        20        30        40        50       
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (17-28:13-24) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                       ::.: :.: ..:                                 
gi|456     MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYN 
                   10        20        30        40        50       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.2  bits: 14.5 E():   79 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (17-24:3-10) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                       :: : :.:                                     
gi|751               ADAGYAPAAPGTQPKA                               
                             10                                     
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (44-77:250-280) 
 
            20        30        40        50        60        70    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
            80                         
PAT___ IGLPNDP                         
         ::                            
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (13-41:9-37) 
 
               10        20        30        40        50        60 
PAT___ LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                   .:   :. : :  .   .:  :. :.::.                    
gi|132     MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGP 
                   10        20        30        40        50       
 
               70        80                                         
PAT___ SMEAQGFKSVVAVIGLPNDP                                         
                                                                    
gi|132 VKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAA 
         60        70        80        90       100       110       
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
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Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:154-170) 
 
            40        50        60        70        80              
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP              
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:154-170) 
 
            40        50        60        70        80              
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP              
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 45; 23.0% identity (48.6% similar) in 74 aa overlap (2-66:127-200) 
 
                                            10        20        30  
PAT___                              LQDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     :::.  .    :: . ..  .  :   :   
gi|186 KGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNE 
        100       110       120       130       140       150       
 
              40                 50        60        70        80   
PAT___ DWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP   
       :  : ..  .   : ..:      :. :...   ..:: .. ::                 
gi|186 DTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENE 
        160       170       180       190       200       210       
 
gi|186 GGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRP 
        220       230       240       250       260       270       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (37-58:124-147) 
 
         10        20        30        40          50        60     
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           70        80                                             
PAT___ QGFKSVVAVIGLPNDP                                             
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (37-58:124-147) 
 
         10        20        30        40          50        60     
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           70        80                                             
PAT___ QGFKSVVAVIGLPNDP                                             
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gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (37-58:124-147) 
 
         10        20        30        40          50        60     
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           70        80                                             
PAT___ QGFKSVVAVIGLPNDP                                             
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (42-68:11-36) 
 
              20        30        40        50        60        70  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
              80                                                    
PAT___ AVIGLPNDP                                                    
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (72-80:32-40) 
 
              50        60        70        80                      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                      
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (72-80:32-40) 
 
              50        60        70        80                      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                      
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (41-63:182-206) 
 
               20        30        40        50           60        
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
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        70        80 
PAT___ KSVVAVIGLPNDP 
                     
gi|162 PKTKVIPYVRYL  
              220    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (42-51:181-190) 
 
              20        30        40        50        60        70  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
              80                                                    
PAT___ AVIGLPNDP                                                    
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (34-77:117-159) 
 
            10        20        30        40        50        60    
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
            70        80                                            
PAT___ AQGFKSVVAVIGLPNDP                                            
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (74-80:9-15) 
 
            50        60        70        80                        
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP                        
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|83416591|gb|ABC18306.1| 16 kDa allergen [Fagopyrum   (149 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:61-74) 
 
                                             10        20        30 
PAT___                               LQDRYPWLVAEVEGVVAGIAYAGPWKARNA 
                                     :.:.:   ...:::                 
gi|834 ETQMSSKCMRQVKMNEPHLKKCNRYIAMDILDDKYAEALSRVEGEGCKSEESCMRGCCVA 
               40        50        60        70        80        90 
 
               40        50        60        70        80          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP          
                                                                   
gi|834 MKEMDDECVCEWMKMMVENQKGRIGERLIKEGVRDLKELPSKCGLSELECGSRGNRYFV 
              100       110       120       130       140          
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 46.7% identity (73.3% similar) in 15 aa overlap (67-80:70-84) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1706



 

 

 
         40        50        60        70         80                
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDP                
                                     :. :...:: : : :                
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (42-66:30-54) 
 
              20        30        40        50        60        70  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
              80                                  
PAT___ AVIGLPNDP                                  
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
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gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
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      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      70        80                                                  
PAT___ VVAVIGLPNDP                                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:44 2011 done: Wed Jan 19 14:40:44 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 54  - 133 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     2     2:* 
  32    12     8:==*= 
  34    30    22:=======*== 
  36    37    44:============= * 
  38    50    73:=================       * 
  40    84   102:============================     * 
  42   100   125:==================================       * 
  44   120   137:========================================     * 
  46   125   140:==========================================    * 
  48   180   134:============================================*=============== 
  50   164   122:========================================*============== 
  52    98   107:=================================  * 
  54    90    92:==============================* 
  56    89    77:=========================*==== 
  58    48    63:================    * 
  60    38    51:=============   * 
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  62    35    41:============ * 
  64    29    33:==========* 
  66    28    26:========*= 
  68    20    20:======* 
  70    22    16:=====*== 
  72    23    12:===*==== 
  74    16    10:===*== 
  76     7     8:==* 
  78     6     6:=* 
  80     3     5:=* 
  82     3     3:* 
  84    15     3:*==== 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79130.00297; mu= 5.8890 0.154 
 mean_var=29.6173 7.333, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.235668 
 Kolmogorov-Smirnov  statistic: 0.0611 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.1   0.026 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   66 26.4    0.75 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   66 26.4    0.75 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.3     4.2 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.2     4.6 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2     5.1 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2     5.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     5.2 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.4     5.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8     7.1 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.7     8.9 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.1 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.7     9.1 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.1 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.1 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 20.3      11 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   50 21.2      11 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.4      11 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   50 21.1      11 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
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gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.9      15 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.2      15 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      20 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   48 20.4      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      22 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   48 20.4      22 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   48 20.4      23 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.1      27 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   50 21.0      28 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      31 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 18.6      33 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 18.6      33 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.4      34 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.4      34 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   46 19.8      35 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.9      35 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      36 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   46 19.7      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   46 19.7      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      37 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      38 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      40 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      40 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   48 20.3      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      43 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      43 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.2      44 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      44 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      44 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.2      45 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      45 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   48 20.3      45 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      47 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   48 20.3      48 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.0      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      51 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.3      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      51 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.6      54 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      54 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      54 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.9      54 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.9      54 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   47 20.0      56 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      56 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   42 18.5      57 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      57 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   42 18.5      58 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   42 18.5      58 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.7      59 
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gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.4      62 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.5      64 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   43 18.7      65 
gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen (  25)   32 15.4      66 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   48 20.2      68 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   48 20.2      68 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      69 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.1      69 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      71 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      73 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.8      73 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      73 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      73 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.6      74 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.5      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      76 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   40 17.8      76 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      77 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   45 19.3      79 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      79 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      79 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      80 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      83 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      87 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      88 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      88 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   45 19.3      89 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      90 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      91 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      91 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      92 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      92 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      93 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 130.9  bits: 29.1 E(): 0.026 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (39-79:16-57) 
 
       10        20        30        40        50        60         
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
       70         80                                                
PAT___ VVAVI-GLPNDPS                                                
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  51 init1:  51 opt:  66  Z-score: 104.7  bits: 26.4 E(): 0.75 
Smith-Waterman score: 66; 23.6% identity (45.8% similar) in 72 aa overlap (16-79:96-165) 
 
                              10        20         30        40     
PAT___                QDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
           50               60        70        80                  
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPS                  
         . ::.  . :        :  .. .:. ..:: . . :::                   
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
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gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  51 init1:  51 opt:  66  Z-score: 104.7  bits: 26.4 E(): 0.75 
Smith-Waterman score: 66; 23.6% identity (45.8% similar) in 72 aa overlap (16-79:96-165) 
 
                              10        20         30        40     
PAT___                QDRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
           50               60        70        80                  
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPS                  
         . ::.  . :        :  .. .:. ..:: . . :::                   
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.3  bits: 21.3 E():  4.2 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (19-32:53-66) 
 
                           10        20        30        40         
PAT___             QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
       50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                        
gi|323 RTNAAVTVR                        
             90                         
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.5  bits: 22.2 E():  4.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (16-32:74-90) 
 
                              10        20        30        40      
PAT___                QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
          50        60        70        80                          
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                          
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.2 E():  5.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (16-32:91-107) 
 
                              10        20        30        40      
PAT___                QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                          
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
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>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.2 E():  5.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (16-32:91-107) 
 
                              10        20        30        40      
PAT___                QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                          
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.7  bits: 22.5 E():  5.2 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (14-74:69-129) 
 
                                10        20        30        40    
PAT___                  QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
              50        60        70        80                      
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                      
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 89.0  bits: 23.4 E():  5.7 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (46-78:3-35) 
 
          20        30        40        50        60        70      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
          80                                                        
PAT___ PNDPS                                                        
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.2  bits: 21.8 E():  7.1 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (33-49:32-48) 
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             10        20        30        40        50        60   
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
             70        80                                           
PAT___ AQGFKSVVAVIGLPNDPS                                           
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (5-32:115-140) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
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PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 83.9  bits: 20.3 E():   11 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (2-25:37-61) 
 
                                            10         20        30 
PAT___                              QDRYPWLVAEVEGV-VAGIAYAGPWKARNAY 
                                     ::   :..:.::  .  .  .:: :      
gi|185 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVP 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                          
gi|185 SGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD    
         70        80        90       100       110       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.7  bits: 21.2 E():   11 
Smith-Waterman score: 50; 19.6% identity (53.6% similar) in 56 aa overlap (25-80:69-118) 
 
                     10        20        30        40        50     
PAT___       QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
           60        70        80                                   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPS                                   
            :.. ..:  ..  .:.:.. :                                   
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (17-55:12-50) 
 
               10        20        30        40         50          
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLK 
                       :.  :.:  : .  ::  .:  .. . :  :   :::  :     
gi|947      MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTA 
                    10        20        30        40         50     
 
      60        70        80                                        
PAT___ SMEAQGFKSVVAVIGLPNDPS                                        
                                                                    
gi|947 DQKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNEN 
           60        70        80        90       100       110     
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 50; 19.6% identity (53.6% similar) in 56 aa overlap (25-80:70-119) 
 
                     10        20        30        40        50     
PAT___       QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
           60        70        80                                   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPS                                   
            :.. ..:  ..  .:.:.. :                                   
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.8  bits: 20.5 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (12-68:105-161) 
 
                                  10        20        30        40  
PAT___                    QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
              50         60        70        80      
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPS      
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.7  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (37-49:63-75) 
 
         10        20        30        40        50        60       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
         70        80 
PAT___ KSVVAVIGLPNDPS 
                      
gi|387 TIPR           
                      
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.5  bits: 16.9 E():   15 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:1-14) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                   ::. .: :.. : :                                   
gi|323             GVLFNIQYVNYWFAP                                  
                           10                                       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 81.3  bits: 20.2 E():   15 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (5-75:32-100) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
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gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (12-55:67-110) 
 
                                  10        20        30        40  
PAT___                    QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                      
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (12-55:127-170) 
 
                                  10        20        30        40  
PAT___                    QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              50        60        70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                      
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (12-55:127-170) 
 
                                  10        20        30        40  
PAT___                    QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              50        60        70        80                      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                      
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.4 E():   21 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (47-79:81-113) 
 
         20        30        40        50        60        70       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
         80                                                         
PAT___ NDPS                                                         
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  39 init1:  39 opt:  50  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (26-75:112-155) 
 
                    10        20        30        40        50      
PAT___      QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
          60        70        80                                    
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPS                                    
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (47-79:92-124) 
 
         20        30        40        50        60        70       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
         80                                                         
PAT___ NDPS                                                         
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (47-79:99-131) 
 
         20        30        40        50        60        70       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
         80                                                         
PAT___ NDPS                                                         
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.8  bits: 22.8 E():   27 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (57-80:481-504) 
 
         30        40        50        60        70        80       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS       
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (6-67:147-199) 
 
                                        10        20        30      
PAT___                          QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
          40        50        60        70        80                
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PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 29.7% identity (50.0% similar) in 74 aa overlap (13-80:220-292) 
 
                                 10        20        30         40  
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
              50        60             70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPS                 
             :.  .. .:: :  .:.     :::. :: ..: .  :                 
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:289-326) 
 
                                 10        20        30          40 
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
               50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
        . :. ::...                              
gi|336 ERGHNSLGINNFVTYATL                       
         320       330                          
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:289-326) 
 
                                 10        20        30          40 
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
               50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
        . :. ::...                              
AOID|2 ERGHNSLGINNYVTYATL                       
         320       330                          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (35-78:61-109) 
 
           10        20        30        40             50          
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
      60        70         80                                       
PAT___ SMEAQGFKSVVA-VIGLPNDPS                                       
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       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (35-77:61-109) 
 
           10        20        30        40        50        60     
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                 70        80                                       
PAT___ G---FKSV---VAVIGLPNDPS                                       
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (48-73:50-75) 
 
        20        30        40        50        60        70        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
        80                                                          
PAT___ DPS                                                          
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:36-48) 
 
                                             10        20        30 
PAT___                               QDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|461 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                          
gi|461 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD       
          70        80        90       100                
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 42; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:36-48) 
 
                                             10        20        30 
PAT___                               QDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     .::   :..:.::                  
gi|416 AYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASV 
          10        20        30        40        50        60      
 
               40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                          
gi|416 PSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD       
          70        80        90       100                
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (37-55:174-192) 
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         10        20        30        40        50        60       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
         70        80                                          
PAT___ KSVVAVIGLPNDPS                                          
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.8  bits: 16.4 E():   34 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (24-31:19-26) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                              ::: ..:.                              
gi|320      YTTEGGKKVEAEDVIPEGWKADTSYE                              
                    10        20                                    
 
               70        80 
PAT___ MEAQGFKSVVAVIGLPNDPS 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.8  bits: 16.4 E():   34 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (9-31:9-26) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
               70        80 
PAT___ MEAQGFKSVVAVIGLPNDPS 
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 46; 24.1% identity (48.1% similar) in 54 aa overlap (3-44:94-147) 
 
                                           10          20           
PAT___                             QDRYPWLVAEVEGVVA--GIAYAGPWKARNA- 
                                     :::::..  .  .   . :: .   ...:  
gi|668 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTAL 
            70        80        90       100       110       120    
 
               30        40        50        60        70        80 
PAT___ ---------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                : :.. : .  .: :                                     
gi|668 HANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
           130       140       150       160       170       180    
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (7-31:13-35) 
 
                     10        20        30        40        50     
PAT___       QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
           60        70        80                                   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPS                                   
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (12-36:242-266) 
 
                                  10        20        30        40  
PAT___                    QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
              50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (47-79:98-130) 
 
         20        30        40        50        60        70       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         80                                                         
PAT___ NDPS                                                         
        .:                                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (47-79:98-130) 
 
         20        30        40        50        60        70       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         80                                                         
PAT___ NDPS                                                         
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (13-33:259-276) 
 
                                 10        20        30        40   
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
             50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.5 E():   38 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (41-50:31-40) 
 
               20        30        40        50        60        70 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
               80                                                   
PAT___ AVIGLPNDPS                                                   
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gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 48; 29.7% identity (51.4% similar) in 74 aa overlap (13-80:220-292) 
 
                                 10        20        30         40  
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
              50        60             70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPS                 
             :.  .  .:. ::      .:.:::. :: ..: .  :                 
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (66-80:11-25) 
 
          40        50        60        70        80                
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (66-80:11-25) 
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          40        50        60        70        80                
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (18-51:250-290) 
 
                            10        20        30        40        
PAT___              QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                50        60        70        80                    
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                    
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (18-51:250-290) 
 
                            10        20        30        40        
PAT___              QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                50        60        70        80                    
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                    
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 50.0% identity (75.0% similar) in 12 aa overlap (2-13:37-48) 
 
                                            10        20        30  
PAT___                              QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|117 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVP 
         10        20        30        40        50        60       
 
              40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                         
gi|117 SGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD   
         70        80        90       100       110      
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (13-33:277-294) 
 
                                 10        20        30        40   
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                              
gi|275 QAGNNLMMIEQYPYVVIM                     
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           310       320                      
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (13-33:277-294) 
 
                                 10        20        30        40   
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                              
gi|156 QAGNNLMMIEQYPYVVIM                     
           310       320                      
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (4-24:80-104) 
 
                                          10            20          
PAT___                            QDRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
      30        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                           
gi|408 LTSFRKV                                             
     110                                                   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.7 E():   45 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (27-34:234-241) 
 
                   10        20        30        40        50       
PAT___     QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
         60        70        80                                     
PAT___ LLKSMEAQGFKSVVAVIGLPNDPS                                     
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 48; 29.7% identity (51.4% similar) in 74 aa overlap (13-80:219-291) 
 
                                 10        20        30         40  
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
              50        60             70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPS                 
             :.  .  .:. ::      .:.:::. :: ..: .  :                 
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 18.2 E():   47 
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Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (9-41:85-117) 
 
                                     10        20        30         
PAT___                       QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
         :                                        
gi|128 DCSRVN                                     
          120                                     
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (60-78:44-62) 
 
      30        40        50        60        70        80          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS          
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 48; 28.4% identity (51.4% similar) in 74 aa overlap (13-80:219-291) 
 
                                 10        20        30         40  
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
              50        60             70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPS                 
             :.  .. .:. :. .:.     :::. :: ..: .  :                 
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (47-74:184-210) 
 
         20        30        40        50        60        70       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
         80                                                         
PAT___ NDPS                                                         
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:91-116) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1729



 

 

 
         80                                    
PAT___ NDPS                                    
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.7  bits: 20.3 E():   51 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (57-80:104-126) 
 
         30        40        50        60        70        80       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS       
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
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       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         80                                    
PAT___ NDPS                                    
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (49-72:92-117) 
 
       20        30        40        50          60        70       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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         80                                    
PAT___ NDPS                                    
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (46-78:18-50) 
 
          20        30        40        50        60        70      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
          80                                                        
PAT___ PNDPS                                                        
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.2  bits: 20.6 E():   54 
Smith-Waterman score: 49; 21.2% identity (52.5% similar) in 80 aa overlap (7-79:351-430) 
 
                                       10        20        30       
PAT___                         QDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
                40        50        60        70        80          
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS          
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .::           
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (60-78:17-35) 
 
      30        40        50        60        70        80          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS          
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (60-78:17-35) 
 
      30        40        50        60        70        80          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS          
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:36-48) 
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                                             10        20        30 
PAT___                               QDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|668 AFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
               40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                          
gi|668 PSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD     
          70        80        90       100       110      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:36-48) 
 
                                             10        20        30 
PAT___                               QDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     ..:   :.::.::                  
gi|833 AYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASV 
          10        20        30        40        50        60      
 
               40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                          
gi|833 PSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD     
          70        80        90       100       110      
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 47; 23.0% identity (48.6% similar) in 74 aa overlap (1-65:127-200) 
 
                                             10        20        30 
PAT___                               QDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     :::.  .    :: . ..  .  :   :   
gi|186 KGIFGMIYPGCSSTFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNE 
        100       110       120       130       140       150       
 
               40                 50        60        70        80  
PAT___ DWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS  
       :  : ..  .   : ..:      :. :...   ..:: .. ::                 
gi|186 DTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENE 
        160       170       180       190       200       210       
 
gi|186 GGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRP 
        220       230       240       250       260       270       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (16-27:13-24) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                      ::.: :.: ..:                                  
gi|219    MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNS 
                  10        20        30        40        50        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (24-78:100-161) 
 
                      10        20        30         40        50   
PAT___        QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
              60             70        80               
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPS               
       : .::. ...  :     .:.::   ::: .:                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
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     130       140       150       160       170        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (7-25:80-98) 
 
                                       10        20        30       
PAT___                         QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
         40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                                    
gi|671 STNCATVK                                     
     110                                            
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (24-78:102-163) 
 
                      10        20        30         40        50   
PAT___        QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
              60             70        80               
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPS               
       : .::. ...  :     .:.::   ::: .:                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 42; 24.2% identity (51.6% similar) in 62 aa overlap (24-78:103-164) 
 
                      10        20        30         40        50   
PAT___        QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
              60             70        80               
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPS               
       : .::. ...  :     .:.::   ::: .:                 
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (37-55:138-156) 
 
         10        20        30        40        50        60       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
         70        80                                          
PAT___ KSVVAVIGLPNDPS                                          
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (5-32:84-109) 
 
                                         10        20        30     
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PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 45; 28.6% identity (52.9% similar) in 70 aa overlap (13-80:84-152) 
 
                                 10        20        30         40  
PAT___                   QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
              50        60         70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPS                     
             :.  .  .:. :.  .. :::. :: ..: .  :                     
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.5 E():   64 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (15-35:12-32) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                     ::..:.:.:  . .  .  ::                          
gi|227    MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDL 
                  10        20        30        40        50        
 
               70        80                             
PAT___ MEAQGFKSVVAVIGLPNDPS                             
                                                        
gi|227 IGLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
        60        70        80        90       100      
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 18.7 E():   65 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (43-76:187-217) 
 
             20        30        40        50        60        70   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
             80                        
PAT___ IGLPNDPS                        
         ::                            
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1836010|gb|AAB46819.1| Par o 1a=acidic allergen iso  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.6  bits: 15.4 E():   66 
Smith-Waterman score: 32; 46.2% identity (69.2% similar) in 13 aa overlap (1-13:7-19) 
 
                     10        20        30        40        50     
PAT___       QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
             :: .: :.  :.:                                          
gi|183 ATGKVVQDIMPPLLFVVQGKEKPSS                                    
               10        20                                         
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>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 48; 20.0% identity (51.2% similar) in 80 aa overlap (7-79:351-430) 
 
                                       10        20        30       
PAT___                         QDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
                40        50        60        70        80          
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS          
        : .: :  ...  .. :  :..:... : .. . :  .     .  .::           
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 48; 20.0% identity (51.2% similar) in 80 aa overlap (7-79:351-430) 
 
                                       10        20        30       
PAT___                         QDRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
                40        50        60        70        80          
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS          
        : .: :  ...  .. :  :..:... : .. . :  .     .  .::           
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.7 E():   69 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (37-55:175-193) 
 
         10        20        30        40        50        60       
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
         70        80                                          
PAT___ KSVVAVIGLPNDPS                                          
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (8-31:46-69) 
 
                                      10        20        30        
PAT___                        QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
        40        50        60        70        80                  
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                  
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
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>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (48-79:238-268) 
 
        20        30        40        50        60        70        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
        80                                                          
PAT___ DPS                                                          
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (42-66:222-246) 
 
              20        30        40        50        60        70  
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
              80                                                    
PAT___ VIGLPNDPS                                                    
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 14.8 E():   73 
Smith-Waterman score: 32; 42.9% identity (71.4% similar) in 7 aa overlap (1-7:4-10) 
 
                  10        20        30        40        50        
PAT___    QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
          .:  ::.                                                   
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (17-32:182-196) 
 
                             10        20        30          40     
PAT___               QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
           50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                            
gi|217 DLMMIEEYPYVVIL                       
      210       220                         
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (17-32:182-196) 
 
                             10        20        30          40     
PAT___               QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
           50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
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gi|217 DLMMIEEYPYVVIL                       
      210       220                         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (5-32:114-139) 
 
                                         10        20        30     
PAT___                           QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
           40        50        60        70        80               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS               
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.6  bits: 14.5 E():   75 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (13-21:1-9) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                   : :.:...:                                        
gi|131             GPVGGVVHAHMMPLL                                  
                           10                                       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (41-50:135-144) 
 
               20        30        40        50        60        70 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
               80                                                   
PAT___ AVIGLPNDPS                                                   
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 40; 43.8% identity (75.0% similar) in 16 aa overlap (66-80:70-85) 
 
          40        50        60        70         80               
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPS               
                                     :. :...:: : : :.               
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (41-50:138-147) 
 
               20        30        40        50        60        70 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
               80                                                   
PAT___ AVIGLPNDPS                                                   
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gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:118-134) 
 
             40        50        60        70        80             
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS             
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 5 aa overlap (3-7:280-284) 
 
                                           10        20        30   
PAT___                             QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                     :::::                          
gi|125 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMAL 
     250       260       270       280       290       300          
 
             40        50        60        70        80             
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS             
                                                                    
gi|125 HANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
     310       320       330       340       350       360          
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (16-27:13-24) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                      ::.: :.: ..:                                  
gi|184    MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNS 
                  10        20        30        40        50        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (16-27:13-24) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                      ::.: :.: ..:                                  
gi|456    MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNS 
                  10        20        30        40        50        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.1  bits: 14.5 E():   80 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (16-23:3-10) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                      :: : :.:                                      
gi|751              ADAGYAPAAPGTQPKA                                
                            10                                      
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 43; 26.5% identity (64.7% similar) in 34 aa overlap (43-76:250-280) 
 
             20        30        40        50        60        70   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
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             80                        
PAT___ IGLPNDPS                        
         ::                            
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.5 E():   87 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (12-40:9-37) 
 
               10        20        30        40        50        60 
PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                  .:   :. : :  .   .:  :. :.::.                     
gi|132    MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPV 
                  10        20        30        40        50        
 
               70        80                                         
PAT___ MEAQGFKSVVAVIGLPNDPS                                         
                                                                    
gi|132 KNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAAR 
        60        70        80        90       100       110        
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:154-170) 
 
             40        50        60        70        80             
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS             
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:154-170) 
 
             40        50        60        70        80             
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS             
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 45; 23.0% identity (48.6% similar) in 74 aa overlap (1-65:127-200) 
 
                                             10        20        30 
PAT___                               QDRYPWLVAEVEGVVAGIAYAGPWKARNAY 
                                     :::.  .    :: . ..  .  :   :   
gi|186 KGIFGMIYPGCPSTFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNE 
        100       110       120       130       140       150       
 
               40                 50        60        70        80  
PAT___ DWTVESTVYV---SHRHQ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS  
       :  : ..  .   : ..:      :. :...   ..:: .. ::                 
gi|186 DTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENE 
        160       170       180       190       200       210       
 
gi|186 GGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRP 
        220       230       240       250       260       270       
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (36-57:124-147) 
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          10        20        30        40          50        60    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            70        80                                            
PAT___ QGFKSVVAVIGLPNDPS                                            
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (36-57:124-147) 
 
          10        20        30        40          50        60    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            70        80                                            
PAT___ QGFKSVVAVIGLPNDPS                                            
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (36-57:124-147) 
 
          10        20        30        40          50        60    
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            70        80                                            
PAT___ QGFKSVVAVIGLPNDPS                                            
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (41-67:11-36) 
 
               20        30        40        50        60        70 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
               80                                                   
PAT___ AVIGLPNDPS                                                   
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (71-79:32-40) 
 
               50        60        70        80                     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                     
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
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gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (71-79:32-40) 
 
               50        60        70        80                     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                     
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (40-62:182-206) 
 
      10        20        30        40        50           60       
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
         70        80 
PAT___ KSVVAVIGLPNDPS 
                      
gi|162 PKTKVIPYVRYL   
              220     
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (41-50:181-190) 
 
               20        30        40        50        60        70 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
               80                                                   
PAT___ AVIGLPNDPS                                                   
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (33-76:117-159) 
 
             10        20        30        40        50        60   
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
             70        80                                           
PAT___ AQGFKSVVAVIGLPNDPS                                           
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (73-79:9-15) 
 
             50        60        70        80                       
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS                       
                                     .:::..:                        
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gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.9 E():   97 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (41-65:30-54) 
 
               20        30        40        50        60        70 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
               80                                 
PAT___ AVIGLPNDPS                                 
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:44 2011 done: Wed Jan 19 14:40:45 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 55  - 134 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     4     2:*= 
  32    15     8:==*== 
  34    18    22:====== * 
  36    44    44:==============* 
  38    52    73:==================      * 
  40    65   102:======================           * 
  42   109   125:=====================================    * 
  44   129   137:===========================================  * 
  46   128   140:===========================================   * 
  48   177   134:============================================*============== 
  50   172   122:========================================*================= 
  52    87   107:=============================      * 
  54    84    92:============================  * 
  56    99    77:=========================*======= 
  58    46    63:================    * 
  60    40    51:==============  * 
  62    35    41:============ * 
  64    30    33:==========* 
  66    29    26:========*= 
  68    19    20:======* 
  70    23    16:=====*== 
  72    25    12:===*===== 
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  74    11    10:===* 
  76     6     8:==* 
  78     7     6:=*= 
  80     5     5:=* 
  82     1     3:* 
  84    14     3:*==== 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.71620.00291; mu= 6.2392 0.150 
 mean_var=30.4752 7.634, 0's: 2 Z-trim: 3  B-trim: 58 in 1/43 
 Lambda= 0.232328 
 Kolmogorov-Smirnov  statistic: 0.0591 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 28.9    0.03 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   67 26.6    0.64 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   67 26.6    0.64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.8     3.6 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.8     3.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.2     4.5 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.1     4.9 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.1     5.4 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.1     5.4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.4     5.5 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.3     5.9 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.5       6 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.7     7.5 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.6     9.3 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.6     9.4 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.6     9.4 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.6     9.4 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.6     9.4 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.6     9.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 20.2      11 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.3      11 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.4      15 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.5      15 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.1      16 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.8      16 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.7      17 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   48 20.4      18 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
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gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      22 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   48 20.4      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      23 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   48 20.4      23 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   48 20.4      23 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.0      28 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   50 21.0      29 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      32 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.1      33 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      33 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      35 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   46 19.7      36 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.8      36 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      37 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.3      37 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.3      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   46 19.7      37 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   46 19.7      37 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      40 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   48 20.3      41 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      42 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      42 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      42 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      44 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      44 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      45 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      45 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      45 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      45 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.2      46 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   48 20.3      46 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      46 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   43 18.8      47 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.1      47 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.8      47 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   43 18.8      48 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.1      49 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      49 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   48 20.3      49 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.0      50 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.3      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.4      53 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      53 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      54 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.6      54 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.8      55 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.8      55 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.8      56 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.8      56 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.8      58 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.8      59 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.6      60 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      60 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   41 18.1      62 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.3      63 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.5      66 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   48 20.2      68 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   48 20.2      68 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      70 
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gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.1      71 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      71 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      73 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.6      74 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      75 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      77 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.7      77 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      78 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      78 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   45 19.3      80 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.4      80 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      81 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      81 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      83 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.4      86 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   38 17.1      88 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   38 17.1      88 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      89 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      89 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      89 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      91 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      91 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      91 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      92 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      93 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      93 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      94 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      94 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      94 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.1      96 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 129.8  bits: 28.9 E(): 0.03 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (38-78:16-57) 
 
        10        20        30        40        50        60        
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
        70         80                                               
PAT___ VVAVI-GLPNDPSV                                               
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  45 init1:  45 opt:  67  Z-score: 106.0  bits: 26.6 E(): 0.64 
Smith-Waterman score: 67; 23.0% identity (47.3% similar) in 74 aa overlap (15-80:96-167) 
 
                               10        20         30        40    
PAT___                 DRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
            50               60        70        80                 
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSV                 
         . ::.  . :        :  .. .:. ..:: . . :::..                 
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  45 init1:  45 opt:  67  Z-score: 106.0  bits: 26.6 E(): 0.64 
Smith-Waterman score: 67; 23.0% identity (47.3% similar) in 74 aa overlap (15-80:96-167) 
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                               10        20         30        40    
PAT___                 DRYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
            50               60        70        80                 
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSV                 
         . ::.  . :        :  .. .:. ..:: . . :::..                 
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.4  bits: 22.8 E():  3.6 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (24-80:69-119) 
 
                      10        20        30        40        50    
PAT___        DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
            60        70        80                                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSV                                  
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.4  bits: 22.8 E():  3.7 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (24-80:70-120) 
 
                      10        20        30        40        50    
PAT___        DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
            60        70        80                                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSV                                  
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 90.7  bits: 21.2 E():  4.5 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (18-31:53-66) 
 
                            10        20        30        40        
PAT___              DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                         
gi|323 RTNAAVTVR                         
             90                          
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.0  bits: 22.1 E():  4.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (15-31:74-90) 
 
                               10        20        30        40     
PAT___                 DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
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            50        60        70        80        90       100    
 
           50        60        70        80                         
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                         
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.3  bits: 22.1 E():  5.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (15-31:91-107) 
 
                               10        20        30        40     
PAT___                 DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                         
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.3  bits: 22.1 E():  5.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (15-31:91-107) 
 
                               10        20        30        40     
PAT___                 DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                         
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.2  bits: 22.4 E():  5.5 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (13-73:69-129) 
 
                                 10        20        30        40   
PAT___                   DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
               50        60        70        80                     
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                     
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.6  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.4  bits: 21.5 E():    6 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (45-77:3-35) 
 
           20        30        40        50        60        70     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
           80                                                       
PAT___ PNDPSV                                                       
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.8  bits: 21.7 E():  7.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (32-48:32-48) 
 
              10        20        30        40        50        60  
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
              70        80                                          
PAT___ AQGFKSVVAVIGLPNDPSV                                          
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (4-31:115-140) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
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                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
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            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 83.4  bits: 20.2 E():   11 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (1-24:37-61) 
 
                                             10         20          
PAT___                               DRYPWLVAEVEGV-VAGIAYAGPWKARNAY 
                                     ::   :..:.::  .  .  .:: :      
gi|185 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVP 
         10        20        30        40        50        60       
 
      30        40        50        60        70        80 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                           
gi|185 SGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD     
         70        80        90       100       110        
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.4  bits: 22.3 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (16-54:12-50) 
 
               10        20        30         40        50          
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKS 
                      :.  :.:  : .  ::  .:  .. . :  :   :::  :      
gi|947     MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTAD 
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                   10        20        30        40         50      
 
      60        70        80                                        
PAT___ MEAQGFKSVVAVIGLPNDPSV                                        
                                                                    
gi|947 QKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENY 
          60        70        80        90       100       110      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.4  bits: 20.4 E():   15 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (11-67:105-161) 
 
                                   10        20        30        40 
PAT___                     DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
               50         60        70        80     
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSV     
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.2  bits: 19.5 E():   15 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (36-48:63-75) 
 
          10        20        30        40        50        60      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
          70        80 
PAT___ KSVVAVIGLPNDPSV 
                       
gi|387 TIPR            
                       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (4-74:32-100) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 80.8  bits: 16.8 E():   16 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:1-14) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                  ::. .: :.. : :                                    
gi|323            GVLFNIQYVNYWFAP                                   
                          10                                        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.7 E():   17 
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Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (11-54:67-110) 
 
                                   10        20        30        40 
PAT___                     DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
               50        60        70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                     
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.7  bits: 20.4 E():   18 
Smith-Waterman score: 48; 19.3% identity (52.6% similar) in 57 aa overlap (24-80:70-120) 
 
                      10        20        30        40        50    
PAT___        DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPL- 
      40        50        60        70        80        90          
 
            60        70        80                                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSV                                  
             .. ..:  ..  .:.:.. ::                                  
gi|187 -----RLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (11-54:127-170) 
 
                                   10        20        30        40 
PAT___                     DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               50        60        70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                     
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 20.7 E():   22 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (11-54:127-170) 
 
                                   10        20        30        40 
PAT___                     DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               50        60        70        80                     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                     
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (46-78:81-113) 
 
          20        30        40        50        60        70      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
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          80                                                        
PAT___ NDPSV                                                        
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (25-74:112-155) 
 
                     10        20        30        40        50     
PAT___       DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
           60        70        80                                   
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSV                                   
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (46-78:92-124) 
 
          20        30        40        50        60        70      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
          80                                                        
PAT___ NDPSV                                                        
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (46-78:99-131) 
 
          20        30        40        50        60        70      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
          80                                                        
PAT___ NDPSV                                                        
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.8  bits: 22.8 E():   27 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (56-79:481-504) 
 
          30        40        50        60        70        80      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV      
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (5-66:147-199) 
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                                         10        20        30     
PAT___                           DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
           40        50        60        70        80               
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV               
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 50; 29.7% identity (50.0% similar) in 74 aa overlap (12-79:220-292) 
 
                                  10        20        30         40 
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
               50        60             70        80                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSV                
             :.  .. .:: :  .:.     :::. :: ..: .  :                 
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:289-326) 
 
                                  10        20        30            
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
      40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
        . :. ::...                               
AOID|2 ERGHNSLGINNYVTYATL                        
         320       330                           
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:289-326) 
 
                                  10        20        30            
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
      40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
        . :. ::...                               
gi|336 ERGHNSLGINNFVTYATL                        
         320       330                           
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.1 E():   32 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (34-77:61-109) 
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            10        20        30        40             50         
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
       60        70         80                                      
PAT___ SMEAQGFKSVVA-VIGLPNDPSV                                      
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (34-76:61-109) 
 
            10        20        30        40        50        60    
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                  70        80                                      
PAT___ G---FKSV---VAVIGLPNDPSV                                      
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (47-72:50-75) 
 
         20        30        40        50        60        70       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
         80                                                         
PAT___ DPSV                                                         
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (36-54:174-192) 
 
          10        20        30        40        50        60      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
          70        80                                         
PAT___ KSVVAVIGLPNDPSV                                         
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 24.1% identity (48.1% similar) in 54 aa overlap (2-43:94-147) 
 
                                            10          20          
PAT___                              DRYPWLVAEVEGVVA--GIAYAGPWKARNA- 
                                     :::::..  .  .   . :: .   ...:  
gi|668 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTAL 
            70        80        90       100       110       120    
 
                30        40        50        60        70          
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PAT___ ---------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                : :.. : .  .: :                                     
gi|668 HANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
           130       140       150       160       170       180    
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (6-30:13-35) 
 
                      10        20        30        40        50    
PAT___        DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
            60        70        80                                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSV                                  
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (11-35:242-266) 
 
                                   10        20        30        40 
PAT___                     DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
               50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.3  bits: 16.3 E():   37 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (23-30:19-26) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                             ::: ..:.                               
gi|320     YTTEGGKKVEAEDVIPEGWKADTSYE                               
                   10        20                                     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.3  bits: 16.3 E():   37 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (8-30:9-26) 
 
                10        20        30        40        50          
PAT___  DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
      60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSV 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (46-78:98-130) 
 
          20        30        40        50        60        70      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          80                                                        
PAT___ NDPSV                                                        
        .:                                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
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       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (46-78:98-130) 
 
          20        30        40        50        60        70      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          80                                                        
PAT___+ NDPSV                                                        
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (12-32:259-276) 
 
                                  10        20        30        40  
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
              50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (40-49:31-40) 
 
      10        20        30        40        50        60          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
      70        80                                                  
PAT___ AVIGLPNDPSV                                                  
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.3  bits: 20.3 E():   41 
Smith-Waterman score: 48; 29.7% identity (51.4% similar) in 74 aa overlap (12-79:220-292) 
 
                                  10        20        30         40 
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
               50        60             70        80                
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSV                
             :.  .  .:. ::      .:.:::. :: ..: .  :                 
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (42-80:187-222) 
 
              20        30        40        50        60        70  
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PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
              80                       
PAT___ IGLPNDPSV                       
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (17-50:250-290) 
 
                             10        20        30        40       
PAT___               DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 50        60        70        80                   
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                   
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (17-50:250-290) 
 
                             10        20        30        40       
PAT___               DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 50        60        70        80                   
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                   
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             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (12-32:277-294) 
 
                                  10        20        30        40  
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                               
gi|275 QAGNNLMMIEQYPYVVIM                      
           310       320                       
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (12-32:277-294) 
 
                                  10        20        30        40  
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                               
gi|156 QAGNNLMMIEQYPYVVIM                      
           310       320                       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (65-79:11-25) 
 
           40        50        60        70        80               
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV               
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (65-79:11-25) 
 
           40        50        60        70        80               
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV               
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 41; 50.0% identity (75.0% similar) in 12 aa overlap (1-12:37-48) 
 
                                             10        20        30 
PAT___                               DRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|117 YLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVP 
         10        20        30        40        50        60       
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               40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                          
gi|117 SGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD    
         70        80        90       100       110       
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 48; 29.7% identity (51.4% similar) in 74 aa overlap (12-79:219-291) 
 
                                  10        20        30         40 
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
               50        60             70        80                
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSV                
             :.  .  .:. ::      .:.:::. :: ..: .  :                 
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.7 E():   46 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (26-33:234-241) 
 
                    10        20        30        40        50      
PAT___      DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
          60        70        80                                    
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSV                                    
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.4  bits: 18.8 E():   47 
Smith-Waterman score: 43; 24.6% identity (50.8% similar) in 65 aa overlap (23-80:100-164) 
 
                       10        20        30         40        50  
PAT___         DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
               60             70        80              
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSV              
       : .::. ...  :     .:.::   ::: .:  :              
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (3-23:80-104) 
 
                                           10            20         
PAT___                             DRYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
       30        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
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gi|408 LTSFRKV                                              
     110                                                    
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 43; 24.6% identity (50.8% similar) in 65 aa overlap (23-80:102-166) 
 
                       10        20        30         40        50  
PAT___         DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
               60             70        80              
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSV              
       : .::. ...  :     .:.::   ::: .:  :              
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.2  bits: 18.8 E():   48 
Smith-Waterman score: 43; 24.6% identity (50.8% similar) in 65 aa overlap (23-80:103-167) 
 
                       10        20        30         40        50  
PAT___         DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
               60             70        80              
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSV              
       : .::. ...  :     .:.::   ::: .:  :              
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 18.1 E():   49 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (8-40:85-117) 
 
                                      10        20        30        
PAT___                        DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
         :                                         
gi|128 DCSRVN                                      
          120                                      
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (59-77:44-62) 
 
       30        40        50        60        70        80         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV         
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 48; 28.4% identity (51.4% similar) in 74 aa overlap (12-79:219-291) 
 
                                  10        20        30         40 
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
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gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
               50        60             70        80                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSV                
             :.  .. .:. :. .:.     :::. :: ..: .  :                 
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.9  bits: 20.0 E():   50 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (46-73:184-210) 
 
          20        30        40        50        60        70      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
          80                                                        
PAT___ NDPSV                                                        
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.6  bits: 20.3 E():   52 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (56-79:104-126) 
 
          30        40        50        60        70        80      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV      
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:91-116) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1764



 

 

             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
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PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (48-71:92-117) 
 
        20        30        40        50          60        70      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          80                                   
PAT___ NDPSV                                   
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (45-77:18-50) 
 
           20        30        40        50        60        70     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
           80                                                       
PAT___ PNDPSV                                                       
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (42-80:250-285) 
 
              20        30        40        50        60        70  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
              80                       
PAT___ IGLPNDPSV                       
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         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.2  bits: 20.6 E():   54 
Smith-Waterman score: 49; 21.2% identity (52.5% similar) in 80 aa overlap (6-78:351-430) 
 
                                        10        20                
PAT___                          DRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
       30        40        50        60        70        80         
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV         
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .::           
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 40; 50.0% identity (75.0% similar) in 12 aa overlap (1-12:37-48) 
 
                                             10        20        30 
PAT___                               DRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|416 YLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVP 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                          
gi|416 SGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD        
         70        80        90       100                 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 40; 50.0% identity (75.0% similar) in 12 aa overlap (1-12:37-48) 
 
                                             10        20        30 
PAT___                               DRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     ::   :..:.::                   
gi|461 YLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVP 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                          
gi|461 SGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD        
         70        80        90       100                 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (59-77:17-35) 
 
       30        40        50        60        70        80         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV         
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (59-77:17-35) 
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       30        40        50        60        70        80         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV         
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.8 E():   58 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (15-26:13-24) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                     ::.: :.: ..:                                   
gi|219   MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSL 
                 10        20        30        40        50         
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (6-24:80-98) 
 
                                        10        20        30      
PAT___                          DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
          40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                     
gi|671 STNCATVK                                      
     110                                             
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (4-31:84-109) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (36-54:138-156) 
 
          10        20        30        40        50        60      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
          70        80                                         
PAT___ KSVVAVIGLPNDPSV                                         
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 41.2% identity (76.5% similar) in 17 aa overlap (65-80:70-86) 
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           40        50        60        70         80              
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSV              
                                     :. :...:: : : :..              
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 45; 28.6% identity (52.9% similar) in 70 aa overlap (12-79:84-152) 
 
                                  10        20        30         40 
PAT___                    DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
               50        60         70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSV                    
             :.  .  .:. :.  .. :::. :: ..: .  :                     
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (14-34:12-32) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                    ::..:.:.:  . .  .  ::                           
gi|227   MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLI 
                 10        20        30        40        50         
 
               70        80                            
PAT___ EAQGFKSVVAVIGLPNDPSV                            
                                                       
gi|227 GLNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
       60        70        80        90       100      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 48; 20.0% identity (51.2% similar) in 80 aa overlap (6-78:351-430) 
 
                                        10        20                
PAT___                          DRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
       30        40        50        60        70        80         
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV         
        : .: :  ...  .. :  :..:... : .. . :  .     .  .::           
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 48; 20.0% identity (51.2% similar) in 80 aa overlap (6-78:351-430) 
 
                                        10        20                
PAT___                          DRYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
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gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
       30        40        50        60        70        80         
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV         
        : .: :  ...  .. :  :..:... : .. . :  .     .  .::           
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (36-54:175-193) 
 
          10        20        30        40        50        60      
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
          70        80                                         
PAT___ KSVVAVIGLPNDPSV                                         
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.1 E():   71 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (7-30:46-69) 
 
                                       10        20        30       
PAT___                         DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
         40        50        60        70        80                 
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                 
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (47-78:238-268) 
 
         20        30        40        50        60        70       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
         80                                                         
PAT___ DPSV                                                         
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (41-65:222-246) 
 
               20        30        40        50        60        70 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
               80                                                   
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PAT___ VIGLPNDPSV                                                   
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (4-31:114-139) 
 
                                          10        20        30    
PAT___                            DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
            40        50        60        70        80              
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV              
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (16-31:182-196) 
 
                              10        20        30          40    
PAT___                DRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
            50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                             
gi|217 DLMMIEEYPYVVIL                        
      210       220                          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (16-31:182-196) 
 
                              10        20        30          40    
PAT___                DRYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
            50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                             
gi|217 DLMMIEEYPYVVIL                        
      210       220                          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (40-49:135-144) 
 
      10        20        30        40        50        60          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
      70        80                                                  
PAT___ AVIGLPNDPSV                                                  
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.3  bits: 14.7 E():   77 
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Smith-Waterman score: 30; 50.0% identity (66.7% similar) in 6 aa overlap (1-6:5-10) 
 
                   10        20        30        40        50       
PAT___     DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
           :  ::.                                                   
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (40-49:138-147) 
 
      10        20        30        40        50        60          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
      70        80                                                  
PAT___ AVIGLPNDPSV                                                  
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:118-134) 
 
              40        50        60        70        80            
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV            
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 5 aa overlap (2-6:280-284) 
 
                                            10        20        30  
PAT___                              DRYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                     :::::                          
gi|125 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMAL 
     250       260       270       280       290       300          
 
              40        50        60        70        80            
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV            
                                                                    
gi|125 HANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
     310       320       330       340       350       360          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.1  bits: 14.4 E():   80 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (12-20:1-9) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                  : :.:...:                                         
gi|131            GPVGGVVHAHMMPLL                                   
                          10                                        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (15-26:13-24) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                     ::.: :.: ..:                                   
gi|184   MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSL 
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                 10        20        30        40        50         
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (15-26:13-24) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                     ::.: :.: ..:                                   
gi|456   MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSL 
                 10        20        30        40        50         
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (42-80:316-351) 
 
              20        30        40        50        60        70  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
              80                       
PAT___ IGLPNDPSV                       
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.5  bits: 14.4 E():   86 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (15-22:3-10) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                     :: : :.:                                       
gi|751             ADAGYAPAAPGTQPKA                                 
                           10                                       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 38; 50.0% identity (75.0% similar) in 12 aa overlap (1-12:37-48) 
 
                                             10        20        30 
PAT___                               DRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     .:   :.::.::                   
gi|833 YLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVP 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                          
gi|833 SGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD      
         70        80        90       100       110       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 38; 50.0% identity (75.0% similar) in 12 aa overlap (1-12:37-48) 
 
                                             10        20        30 
PAT___                               DRYPWLVAEVEGVVAGIAYAGPWKARNAYD 
                                     .:   :.::.::                   
gi|668 FLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVP 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                                                          
gi|668 SGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD      
         70        80        90       100       110       
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1773



 

 

 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.7 E():   89 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:154-170) 
 
              40        50        60        70        80            
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV            
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.7 E():   89 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:154-170) 
 
              40        50        60        70        80            
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV            
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (11-39:9-37) 
 
               10        20        30        40        50        60 
PAT___ DRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                 .:   :. : :  .   .:  :. :.::.                      
gi|132   MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVK 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ EAQGFKSVVAVIGLPNDPSV                                         
                                                                    
gi|132 NVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARS 
       60        70        80        90       100       110         
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (35-56:124-147) 
 
           10        20        30        40          50        60   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             70        80                                           
PAT___ QGFKSVVAVIGLPNDPSV                                           
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (35-56:124-147) 
 
           10        20        30        40          50        60   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             70        80                                           
PAT___ QGFKSVVAVIGLPNDPSV                                           
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
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           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (35-56:124-147) 
 
           10        20        30        40          50        60   
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             70        80                                           
PAT___ QGFKSVVAVIGLPNDPSV                                           
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 17.8 E():   92 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (40-66:11-36) 
 
      10        20        30        40        50        60          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
      70        80                                                  
PAT___ AVIGLPNDPSV                                                  
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (70-78:32-40) 
 
      40        50        60        70        80                    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                    
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (32-75:117-159) 
 
              10        20        30        40        50        60  
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
              70        80                                          
PAT___ AQGFKSVVAVIGLPNDPSV                                          
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (70-78:32-40) 
 
      40        50        60        70        80                    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                    
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
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              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (40-49:181-190) 
 
      10        20        30        40        50        60          
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
      70        80                                                  
PAT___ AVIGLPNDPSV                                                  
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (39-61:182-206) 
 
       10        20        30        40        50           60      
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
          70        80 
PAT___ KSVVAVIGLPNDPSV 
                       
gi|162 PKTKVIPYVRYL    
              220      
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (72-78:9-15) 
 
              50        60        70        80                      
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV                      
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:45 2011 done: Wed Jan 19 14:40:45 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 56  - 135 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     6     2:*= 
  32    15     8:==*== 
  34    31    22:=======*=== 
  36    35    44:============  * 
  38    61    73:=====================   * 
  40    67   102:=======================          * 
  42   112   125:======================================   * 
  44   125   137:==========================================   * 
  46   119   140:========================================      * 
  48   173   134:============================================*============= 
  50   167   122:========================================*=============== 
  52    91   107:===============================    * 
  54    88    92:==============================* 
  56    86    77:=========================*=== 
  58    50    63:=================   * 
  60    38    51:=============   * 
  62    40    41:=============* 
  64    30    33:==========* 
  66    31    26:========*== 
  68    19    20:======* 
  70    13    16:=====* 
  72    24    12:===*==== 
  74    16    10:===*== 
  76    10     8:==*= 
  78     7     6:=*= 
  80     4     5:=* 
  82     2     3:* 
  84     1     3:* 
  86    14     2:*==== 
  88     1     2:*          inset = represents 1 library sequences 
  90     7     1:*== 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.66430.00287; mu= 6.5186 0.148 
 mean_var=29.1131 7.443, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.237700 
 Kolmogorov-Smirnov  statistic: 0.0544 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.2   0.024 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.9    0.26 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.9    0.26 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.9     3.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.9     3.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4       4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.3     4.8 
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gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.3     4.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.6     4.8 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.5     5.2 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.7 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.8     8.3 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.8     8.4 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.4 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.4 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.4 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.5      10 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.2      15 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.8      15 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.9      16 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   48 20.5      17 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.8      19 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.8      20 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   48 20.5      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.1      21 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   48 20.5      21 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   48 20.5      22 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.0      24 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      25 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.2      26 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   50 21.1      26 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.5      27 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.5      27 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   51 21.4      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   51 21.4      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      33 
gi|66840994|emb|CAI64396.1| serine carboxypeptidas ( 260)   46 19.8      33 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.9      34 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      34 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   46 19.8      34 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   46 19.8      34 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.4      35 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.4      35 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.8      35 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   48 20.4      38 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.1      41 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.1      41 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.8      42 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.8      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   48 20.4      43 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.8      43 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   43 18.9      44 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.2      44 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.9      44 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   43 18.9      45 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   48 20.4      45 
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gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      46 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      46 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.1      46 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      50 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      53 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      53 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      55 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.7      56 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      56 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.4      59 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      63 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      66 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      67 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      67 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      69 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.7      70 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      71 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      71 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   44 19.1      73 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)   45 19.4      75 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      78 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      78 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      78 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.4      78 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.4      84 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      84 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      84 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      85 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      88 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      88 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      89 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      89 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      89 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      90 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      92 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      96 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      98 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.0      98 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      99 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      99 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      99 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      99 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      99 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      99 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      99 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      99 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      99 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   43 18.7   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.5  bits: 29.2 E(): 0.024 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (37-77:16-57) 
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         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
         70         80                                              
PAT___ VVAVI-GLPNDPSVR                                              
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.9  bits: 27.9 E(): 0.26 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (14-80:96-168) 
 
                                10        20         30        40   
PAT___                  RYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
             50               60        70        80                
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVR                
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.9  bits: 27.9 E(): 0.26 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (14-80:96-168) 
 
                                10        20         30        40   
PAT___                  RYPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
             50               60        70        80                
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVR                
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.4  bits: 22.9 E():  3.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (23-79:69-119) 
 
                       10        20        30        40        50   
PAT___         RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
             60        70        80                                 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVR                                 
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.3  bits: 22.9 E():  3.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (23-79:70-120) 
 
                       10        20        30        40        50   
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PAT___         RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
             60        70        80                                 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVR                                 
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.6  bits: 21.4 E():    4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (17-30:53-66) 
 
                             10        20        30        40       
PAT___               RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
         50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                          
gi|323 RTNAAVTVR                          
             90                           
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (14-30:74-90) 
 
                                10        20        30        40    
PAT___                  RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
            50        60        70        80                        
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                        
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (14-30:91-107) 
 
                                10        20        30        40    
PAT___                  RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                        
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (14-30:91-107) 
 
                                10        20        30        40    
PAT___                  RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                        
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gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.2  bits: 22.6 E():  4.8 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (12-72:69-129) 
 
                                  10        20        30        40  
PAT___                    RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
                50        60        70        80                    
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                    
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 89.6  bits: 23.5 E():  5.2 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (44-76:3-35) 
 
            20        30        40        50        60        70    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
            80                                                      
PAT___ PNDPSVR                                                      
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 21.9 E():  6.7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (31-47:32-48) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
               70        80                                         
PAT___ AQGFKSVVAVIGLPNDPSVR                                         
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
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>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 86.0  bits: 22.8 E():  8.3 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (3-30:115-140) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
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gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
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PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (15-53:12-50) 
 
               10        20        30         40        50          
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSM 
                     :.  :.:  : .  ::  .:  .. . :  :   :::  :       
gi|947    MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQ 
                  10        20        30        40         50       
 
      60        70        80                                        
PAT___ EAQGFKSVVAVIGLPNDPSVR                                        
                                                                    
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (10-66:105-161) 
 
                                    10        20        30          
PAT___                      RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
      40        50         60        70        80    
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVR    
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (35-47:63-75) 
 
           10        20        30        40        50        60     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
           70        80 
PAT___ KSVVAVIGLPNDPSVR 
                        
gi|387 TIPR             
                        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (3-73:32-100) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
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        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.2  bits: 16.8 E():   15 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:1-14) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                 ::. .: :.. : :                                     
gi|323           GVLFNIQYVNYWFAP                                    
                         10                                         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (10-53:67-110) 
 
                                    10        20        30          
PAT___                      RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
      40        50        60        70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                    
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.4  bits: 20.5 E():   17 
Smith-Waterman score: 48; 19.3% identity (52.6% similar) in 57 aa overlap (23-79:70-120) 
 
                       10        20        30        40        50   
PAT___         RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPL- 
      40        50        60        70        80        90          
 
             60        70        80                                 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVR                                 
             .. ..:  ..  .:.:.. ::                                  
gi|187 -----RLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (10-53:127-170) 
 
                                    10        20        30          
PAT___                      RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
      40        50        60        70        80                    
PAT___+ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                    
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (10-53:127-170) 
 
                                    10        20        30          
PAT___                      RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
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                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
      40        50        60        70        80                    
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                    
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.5 E():   20 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (45-77:81-113) 
 
           20        30        40        50        60        70     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
           80                                                       
PAT___ NDPSVR                                                       
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (24-73:112-155) 
 
                      10        20        30        40        50    
PAT___        RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
            60        70        80                                  
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVR                                  
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (45-77:92-124) 
 
           20        30        40        50        60        70     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
           80                                                       
PAT___ NDPSVR                                                       
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (45-77:99-131) 
 
           20        30        40        50        60        70     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
           80                                                       
PAT___ NDPSVR                                                       
        .:                                                          
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gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.6  bits: 23.0 E():   24 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (55-78:481-504) 
 
           30        40        50        60        70        80     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR     
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 52; 20.5% identity (53.0% similar) in 83 aa overlap (5-80:351-433) 
 
                                         10        20               
PAT___                           RYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
        30        40        50        60        70        80        
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR        
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .:: ..        
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (4-65:147-199) 
 
                                          10        20        30    
PAT___                            RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
            40        50        60        70        80              
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR              
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 50; 29.7% identity (50.0% similar) in 74 aa overlap (11-78:220-292) 
 
                                   10        20        30           
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
      40        50        60             70        80               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVR               
             :.  .. .:: :  .:.     :::. :: ..: .  :                 
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
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      310       320       330       340       350       360         
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:289-326) 
 
                                   10        20          30         
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
       40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
        . :. ::...                                
gi|336 ERGHNSLGINNFVTYATL                         
         320       330                            
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:289-326) 
 
                                   10        20          30         
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
       40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
        . :. ::...                                
AOID|2 ERGHNSLGINNYVTYATL                         
         320       330                            
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (64-80:70-87) 
 
            40        50        60        70         80             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR             
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (33-76:61-109) 
 
             10        20        30        40             50        
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
        60         70        80                                     
PAT___ SMEAQGFKSVVA-VIGLPNDPSVR                                     
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (33-75:61-109) 
 
             10        20        30        40        50        60   
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
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               40        50        60        70        80        90 
 
                   70        80                                     
PAT___ G---FKSV---VAVIGLPNDPSVR                                     
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (46-71:50-75) 
 
          20        30        40        50        60        70      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
          80                                                        
PAT___ DPSVR                                                        
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (5-80:351-433) 
 
                                         10        20               
PAT___                           RYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
        30        40        50        60        70        80        
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR        
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (5-80:351-433) 
 
                                         10        20               
PAT___                           RYPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
        30        40        50        60        70        80        
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR        
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (35-53:174-192) 
 
           10        20        30        40        50        60     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
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           70        80                                        
PAT___ KSVVAVIGLPNDPSVR                                        
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|66840994|emb|CAI64396.1| serine carboxypeptidase II  (260 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 24.1% identity (48.1% similar) in 54 aa overlap (1-42:94-147) 
 
                                             10          20         
PAT___                               RYPWLVAEVEGVVA--GIAYAGPWKARNA- 
                                     :::::..  .  .   . :: .   ...:  
gi|668 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTAL 
            70        80        90       100       110       120    
 
                 30        40        50        60        70         
PAT___ ---------YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                : :.. : .  .: :                                     
gi|668 HANVTGAMNYTWSTCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
           130       140       150       160       170       180    
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (5-29:13-35) 
 
                       10        20        30        40        50   
PAT___         RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
             60        70        80                                 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVR                                 
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (10-34:242-266) 
 
                                    10        20        30          
PAT___                      RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
      40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (45-77:98-130) 
 
           20        30        40        50        60        70     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           80                                                       
PAT___ NDPSVR                                                       
        .:                                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (45-77:98-130) 
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           20        30        40        50        60        70     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           80                                                       
PAT___ NDPSVR                                                       
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (22-29:19-26) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                            ::: ..:.                                
gi|320    YTTEGGKKVEAEDVIPEGWKADTSYE                                
                  10        20                                      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (7-29:9-26) 
 
                 10        20        30        40        50         
PAT___   RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
       60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVR 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (11-31:259-276) 
 
                                   10        20        30        40 
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
               50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (39-48:31-40) 
 
       10        20        30        40        50        60         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
       70        80                                                 
PAT___ AVIGLPNDPSVR                                                 
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.9  bits: 20.4 E():   38 
Smith-Waterman score: 48; 29.7% identity (51.4% similar) in 74 aa overlap (11-78:220-292) 
 
                                   10        20        30           
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
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                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
      40        50             60        70        80               
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVR               
             :.  .  .:. ::      .:.:::. :: ..: .  :                 
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (41-79:187-222) 
 
               20        30        40        50        60        70 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
               80                      
PAT___ IGLPNDPSVR                      
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (16-49:250-290) 
 
                              10        20        30        40      
PAT___                RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
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                  50        60        70        80                  
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                  
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (16-49:250-290) 
 
                              10        20        30        40      
PAT___                RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  50        60        70        80                  
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                  
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.3  bits: 19.8 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (11-31:277-294) 
 
                                   10        20        30        40 
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                                
gi|156 QAGNNLMMIEQYPYVVIM                       
           310       320                        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.3  bits: 19.8 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (11-31:277-294) 
 
                                   10        20        30        40 
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                                
gi|275 QAGNNLMMIEQYPYVVIM                       
           310       320                        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (64-78:11-25) 
 
            40        50        60        70        80              
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR              
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (64-78:11-25) 
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            40        50        60        70        80              
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR              
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 48; 29.7% identity (51.4% similar) in 74 aa overlap (11-78:219-291) 
 
                                   10        20        30           
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
      40        50             60        70        80               
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVR               
             :.  .  .:. ::      .:.:::. :: ..: .  :                 
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.8 E():   43 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (25-32:234-241) 
 
                     10        20        30        40        50     
PAT___       RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
           60        70        80                                   
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVR                                   
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 43; 24.6% identity (50.8% similar) in 65 aa overlap (22-79:100-164) 
 
                        10        20        30         40        50 
PAT___          RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
                60             70        80             
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVR             
       : .::. ...  :     .:.::   ::: .:  :              
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (2-22:80-104) 
 
                                            10            20        
PAT___                              RYPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
        30        40        50        60        70        80 
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PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                                             
gi|408 LTSFRKV                                               
     110                                                     
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 43; 24.6% identity (50.8% similar) in 65 aa overlap (22-79:102-166) 
 
                        10        20        30         40        50 
PAT___          RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
                60             70        80             
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVR             
       : .::. ...  :     .:.::   ::: .:  :              
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 43; 24.6% identity (50.8% similar) in 65 aa overlap (22-79:103-167) 
 
                        10        20        30         40        50 
PAT___          RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
                60             70        80             
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVR             
       : .::. ...  :     .:.::   ::: .:  :              
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.6  bits: 20.4 E():   45 
Smith-Waterman score: 48; 28.4% identity (51.4% similar) in 74 aa overlap (11-78:219-291) 
 
                                   10        20        30           
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
      40        50        60             70        80               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVR               
             :.  .. .:. :. .:.     :::. :: ..: .  :                 
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.2 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (58-76:44-62) 
 
        30        40        50        60        70        80        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR        
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.2 E():   46 
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Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (7-39:85-117) 
 
                                       10        20        30       
PAT___                         RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
         :                                          
gi|128 DCSRVN                                       
          120                                       
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (45-72:184-210) 
 
           20        30        40        50        60        70     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
           80                                                       
PAT___ NDPSVR                                                       
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.2  bits: 20.4 E():   48 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (55-78:104-126) 
 
           30        40        50        60        70        80     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR     
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:91-116) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
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         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (47-70:92-117) 
 
         20        30        40        50          60        70     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           80                                  
PAT___ NDPSVR                                  
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (44-76:18-50) 
 
            20        30        40        50        60        70    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
            80                                                      
PAT___ PNDPSVR                                                      
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (41-79:250-285) 
 
               20        30        40        50        60        70 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
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               80                      
PAT___ IGLPNDPSVR                      
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (58-76:17-35) 
 
        30        40        50        60        70        80        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR        
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (58-76:17-35) 
 
        30        40        50        60        70        80        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR        
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.9 E():   55 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (14-25:13-24) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                    ::.: :.: ..:                                    
gi|219  MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLG 
                10        20        30        40        50          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.7 E():   56 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (3-30:84-109) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (35-53:138-156) 
 
           10        20        30        40        50        60     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
           70        80                                        
PAT___ KSVVAVIGLPNDPSVR                                        
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gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (5-23:80-98) 
 
                                         10        20        30     
PAT___                           RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                                      
gi|671 STNCATVK                                       
     110                                              
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 28.6% identity (52.9% similar) in 70 aa overlap (11-78:84-152) 
 
                                   10        20        30           
PAT___                     RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
      40        50        60         70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVR                   
             :.  .  .:. :.  .. :::. :: ..: .  :                     
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (13-33:12-32) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                   ::..:.:.:  . .  .  ::                            
gi|227  MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIG 
                10        20        30        40        50          
 
               70        80                           
PAT___ AQGFKSVVAVIGLPNDPSVR                           
                                                      
gi|227 LNCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
      60        70        80        90       100      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (35-53:175-193) 
 
           10        20        30        40        50        60     
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
           70        80                                        
PAT___ KSVVAVIGLPNDPSVR                                        
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (46-77:238-268) 
 
          20        30        40        50        60        70      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
          80                                                        
PAT___ DPSVR                                                        
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.2 E():   67 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (6-29:46-69) 
 
                                        10        20        30      
PAT___                          RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
          40        50        60        70        80                
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (40-64:222-246) 
 
      10        20        30        40        50        60          
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
      70        80                                                  
PAT___ VIGLPNDPSVR                                                  
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (3-30:114-139) 
 
                                           10        20        30   
PAT___                             RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (15-30:182-196) 
 
                               10        20          30        40   
PAT___                 RYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
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             160       170       180          190       200         
 
             50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                              
gi|217 DLMMIEEYPYVVIL                         
      210       220                           
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (15-30:182-196) 
 
                               10        20          30        40   
PAT___                 RYPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
             50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                                              
gi|217 DLMMIEEYPYVVIL                         
      210       220                           
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 44; 24.1% identity (69.0% similar) in 29 aa overlap (52-80:3-31) 
 
              30        40        50        60        70        80  
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR  
                                     :. .: ..   : ..: .. .::.. .:.  
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (39-48:135-144) 
 
       10        20        30        40        50        60         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
       70        80                                                 
PAT___ AVIGLPNDPSVR                                                 
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:118-134) 
 
               40        50        60        70        80           
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR           
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (39-48:138-147) 
 
       10        20        30        40        50        60         
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
       70        80                                                 
PAT___ AVIGLPNDPSVR                                                 
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri  (444 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 45; 100.0% identity (100.0% similar) in 5 aa overlap (1-5:280-284) 
 
                                             10        20        30 
PAT___                               RYPWLVAEVEGVVAGIAYAGPWKARNAYDW 
                                     :::::                          
gi|125 MYSLYTPVCNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMAL 
     250       260       270       280       290       300          
 
               40        50        60        70        80           
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR           
                                                                    
gi|125 HANVTGAMNYTWATCSDTINTHWHDAPRSMLPIYRELIAAGLRIWVFSGDTDAVVPLTAT 
     310       320       330       340       350       360          
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (14-25:13-24) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                    ::.: :.: ..:                                    
gi|184  MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLG 
                10        20        30        40        50          
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (14-25:13-24) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                    ::.: :.: ..:                                    
gi|456  MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLG 
                10        20        30        40        50          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (41-79:316-351) 
 
               20        30        40        50        60        70 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
               80                      
PAT___ IGLPNDPSVR                      
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.3  bits: 14.4 E():   78 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (11-19:1-9) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                 : :.:...:                                          
gi|131           GPVGGVVHAHMMPLL                                    
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                         10                                         
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.7  bits: 14.4 E():   84 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (14-21:3-10) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                    :: : :.:                                        
gi|751            ADAGYAPAAPGTQPKA                                  
                          10                                        
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:154-170) 
 
               40        50        60        70        80           
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR           
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:154-170) 
 
               40        50        60        70        80           
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR           
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (10-38:9-37) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                .:   :. : :  .   .:  :. :.::.                       
gi|132  MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKN 
                10        20        30        40        50          
 
               70        80                                         
PAT___ AQGFKSVVAVIGLPNDPSVR                                         
                                                                    
gi|132 VAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSL 
      60        70        80        90       100       110          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (34-55:124-147) 
 
            10        20        30        40          50        60  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              70        80                                          
PAT___ QGFKSVVAVIGLPNDPSVR                                          
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (34-55:124-147) 
 
            10        20        30        40          50        60  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              70        80                                          
PAT___ QGFKSVVAVIGLPNDPSVR                                          
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (34-55:124-147) 
 
            10        20        30        40          50        60  
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              70        80                                          
PAT___ QGFKSVVAVIGLPNDPSVR                                          
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (31-74:117-159) 
 
               10        20        30        40        50        60 
PAT___ RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
               70        80                                         
PAT___ AQGFKSVVAVIGLPNDPSVR                                         
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (39-65:11-36) 
 
       10        20        30        40        50        60         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
       70        80                                                 
PAT___ AVIGLPNDPSVR                                                 
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (69-77:32-40) 
 
       40        50        60        70        80                   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                   
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
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              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (39-48:181-190) 
 
       10        20        30        40        50        60         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
       70        80                                                 
PAT___ AVIGLPNDPSVR                                                 
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (38-60:182-206) 
 
        10        20        30        40           50        60     
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
           70        80 
PAT___ KSVVAVIGLPNDPSVR 
                        
gi|162 PKTKVIPYVRYL     
              220       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (69-77:32-40) 
 
       40        50        60        70        80                   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                   
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (71-77:9-15) 
 
               50        60        70        80                     
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR                     
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   96 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (39-63:30-54) 
 
       10        20        30        40        50        60         
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
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                10        20        30        40        50          
 
       70        80                               
PAT___ AVIGLPNDPSVR                               
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.5  bits: 19.7 E():   98 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (29-62:183-216) 
 
                 10        20        30         40        50        
PAT___   RYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
        60        70        80                                      
PAT___ SMEAQGFKSVVAVIGLPNDPSVR                                      
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (42-75:237-273) 
 
              20        30        40        50        60            
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
       70        80                                                 
PAT___ AVIGLPNDPSVR                                                 
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
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>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
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                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         70        80                                               
PAT___ VVAVIGLPNDPSVR                                               
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.3  bits: 18.7 E(): 1e 
Smith-Waterman score: 43; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:67-81) 
 
             40        50        60        70        80             
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR             
                                     ::. . .:.  : :::               
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:45 2011 done: Wed Jan 19 14:40:45 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>PAT___: 57  - 136 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     0     0: 
  30     4     2:*= 
  32    11     8:==*= 
  34    22    22:=======* 
  36    51    44:==============*== 
  38    57    73:===================     * 
  40    65   102:======================           * 
  42   120   125:======================================== * 
  44   112   137:======================================       * 
  46   120   140:========================================      * 
  48   165   134:============================================*========== 
  50   170   122:========================================*================ 
  52    99   107:=================================  * 
  54    88    92:==============================* 
  56    88    77:=========================*==== 
  58    53    63:==================  * 
  60    38    51:=============   * 
  62    44    41:=============*= 
  64    25    33:========= * 
  66    31    26:========*== 
  68    20    20:======* 
  70    13    16:=====* 
  72    20    12:===*=== 
  74    16    10:===*== 
  76    14     8:==*== 
  78     7     6:=*= 
  80     4     5:=* 
  82     2     3:* 
  84     1     3:* 
  86    14     2:*==== 
  88     1     2:*          inset = represents 1 library sequences 
  90     7     1:*== 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.68780.00286; mu= 6.3094 0.148 
 mean_var=29.3159 7.507, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.236877 
 Kolmogorov-Smirnov  statistic: 0.0598 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.2   0.024 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.9    0.27 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.9    0.27 
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gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.9     3.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.9     3.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4       4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.3     4.8 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.3     4.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.6     4.8 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.5     5.2 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.7 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.8     8.3 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.8     8.4 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.4 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.4 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.8     8.4 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.8     8.4 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.5      10 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.3      15 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.9      15 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.9      16 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   48 20.5      17 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.8      19 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.8      20 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   48 20.5      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.1      21 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   51 21.4      21 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   48 20.5      21 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   48 20.5      21 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.0      24 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      25 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.2      26 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.5      27 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.5      27 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.6      27 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.6      28 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      28 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   51 21.4      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   51 21.4      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      33 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      34 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.9      34 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      34 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   46 19.8      34 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   46 19.8      34 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.4      34 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.4      34 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.8      35 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   49 20.7      36 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.1      41 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.1      41 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.8      41 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.8      41 
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gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.8      43 
gi|40807635|gb|AAR92223.1| phytocystatin [Actinidi ( 116)   41 18.3      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      45 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      45 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.1      46 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.8      47 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      49 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      50 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      53 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      53 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      55 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.8      55 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      56 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.4      57 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      62 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      66 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      67 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      67 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      68 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.7      69 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      70 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      70 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      73 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      73 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.5      76 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      77 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      77 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      78 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      82 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      83 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      83 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      84 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      86 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      86 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      86 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      87 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      87 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      88 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      88 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      88 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      88 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      91 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      95 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      97 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      97 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      98 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      98 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      98 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      98 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      98 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      98 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      98 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      98 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      98 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   43 18.7      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
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 initn:  70 init1:  70 opt:  73  Z-score: 131.4  bits: 29.2 E(): 0.024 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (36-76:16-57) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
          70         80                                             
PAT___ VVAVI-GLPNDPSVRL                                             
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.8  bits: 27.9 E(): 0.27 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (13-79:96-168) 
 
                                 10        20         30        40  
PAT___                   YPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
              50               60        70        80               
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRL               
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.8  bits: 27.9 E(): 0.27 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (13-79:96-168) 
 
                                 10        20         30        40  
PAT___                   YPWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
              50               60        70        80               
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRL               
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.4  bits: 22.9 E():  3.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (22-78:69-119) 
 
                        10        20        30        40        50  
PAT___          YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
              60        70        80                                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRL                                
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.3  bits: 22.9 E():  3.2 
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Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (22-78:70-120) 
 
                        10        20        30        40        50  
PAT___          YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
              60        70        80                                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRL                                
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.6  bits: 21.4 E():    4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (16-29:53-66) 
 
                              10        20        30        40      
PAT___                YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
          50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                           
gi|323 RTNAAVTVR                           
             90                            
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (13-29:74-90) 
 
                                 10        20        30        40   
PAT___                   YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
             50        60        70        80                       
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                       
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (13-29:91-107) 
 
                                 10        20        30        40   
PAT___                   YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                       
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (13-29:91-107) 
 
                                 10        20        30        40   
PAT___                   YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
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             50        60        70        80                       
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                       
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.2  bits: 22.6 E():  4.8 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (11-71:69-129) 
 
                                   10        20        30        40 
PAT___                     YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
                 50        60        70        80                   
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                   
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 89.6  bits: 23.5 E():  5.2 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (43-75:3-35) 
 
             20        30        40        50        60        70   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
             80                                                     
PAT___ PNDPSVRL                                                     
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 21.9 E():  6.7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (30-46:32-48) 
 
                10        20        30        40        50          
PAT___  YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
      60        70        80                                        
PAT___ AQGFKSVVAVIGLPNDPSVRL                                        
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gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 86.0  bits: 22.8 E():  8.3 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (2-29:115-140) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
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                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
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PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.9  bits: 22.8 E():  8.4 
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (14-52:12-50) 
 
               10        20        30         40        50          
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSME 
                    :.  :.:  : .  ::  .:  .. . :  :   :::  :        
gi|947   MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQK 
                 10        20        30        40         50        
 
      60        70        80                                        
PAT___ AQGFKSVVAVIGLPNDPSVRL                                        
                                                                    
gi|947 YCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGT 
        60        70        80        90       100       110        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (9-65:105-161) 
 
                                     10        20        30         
PAT___                       YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
       40        50         60        70        80   
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRL   
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (34-46:63-75) 
 
            10        20        30        40        50        60    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
            70        80 
PAT___ KSVVAVIGLPNDPSVRL 
                         
gi|387 TIPR              
                         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (2-72:32-100) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
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              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.4  bits: 16.9 E():   15 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:1-14) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                ::. .: :.. : :                                      
gi|323          GVLFNIQYVNYWFAP                                     
                        10                                          
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (9-52:67-110) 
 
                                     10        20        30         
PAT___                       YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                   
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.4  bits: 20.5 E():   17 
Smith-Waterman score: 48; 19.3% identity (52.6% similar) in 57 aa overlap (22-78:70-120) 
 
                        10        20        30        40        50  
PAT___          YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPL- 
      40        50        60        70        80        90          
 
              60        70        80                                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRL                                
             .. ..:  ..  .:.:.. ::                                  
gi|187 -----RLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (9-52:127-170) 
 
                                     10        20        30         
PAT___                       YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
       40        50        60        70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                   
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (9-52:127-170) 
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                                     10        20        30         
PAT___                       YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
       40        50        60        70        80                   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                   
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.5 E():   20 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (44-76:81-113) 
 
            20        30        40        50        60        70    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
            80                                                      
PAT___ NDPSVRL                                                      
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.9  bits: 21.1 E():   21 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (23-72:112-155) 
 
                       10        20        30        40        50   
PAT___         YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
             60        70        80                                 
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRL                                 
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 51; 29.9% identity (49.4% similar) in 77 aa overlap (10-80:220-295) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
       40        50        60             70        80              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRL              
             :.  .. .:: :  .:.     :::. :: ..: .  :  :              
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (44-76:92-124) 
 
            20        30        40        50        60        70    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
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gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
            80                                                      
PAT___ NDPSVRL                                                      
        .:                                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 48; 30.3% identity (51.5% similar) in 33 aa overlap (44-76:99-131) 
 
            20        30        40        50        60        70    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
            80                                                      
PAT___ NDPSVRL                                                      
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.6  bits: 23.0 E():   24 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (54-77:481-504) 
 
            30        40        50        60        70        80    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL    
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.4  bits: 21.7 E():   25 
Smith-Waterman score: 52; 20.5% identity (53.0% similar) in 83 aa overlap (4-79:351-433) 
 
                                          10        20              
PAT___                            YPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
         30        40        50        60        70        80       
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL       
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .:: ..        
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (3-64:147-199) 
 
                                           10        20        30   
PAT___                             YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
             40        50        60        70        80             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL             
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
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           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:289-326) 
 
                                    10        20          30        
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
        . :. ::...                                 
gi|336 ERGHNSLGINNFVTYATL                          
         320       330                             
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:289-326) 
 
                                    10        20          30        
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
        . :. ::...                                 
AOID|2 ERGHNSLGINNYVTYATL                          
         320       330                             
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 25.4% identity (50.7% similar) in 67 aa overlap (21-80:100-166) 
 
                         10        20        30         40          
PAT___           YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
      50         60             70        80            
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRL            
       : .::. ...  :     .:.::   ::: .:  : :            
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 45; 25.4% identity (50.7% similar) in 67 aa overlap (21-80:102-168) 
 
                         10        20        30         40          
PAT___           YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
      50         60             70        80            
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRL            
       : .::. ...  :     .:.::   ::: .:  : :            
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.5  bits: 19.5 E():   28 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1825



 

 

Smith-Waterman score: 45; 25.4% identity (50.7% similar) in 67 aa overlap (21-80:103-169) 
 
                         10        20        30         40          
PAT___           YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
      50         60             70        80            
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRL            
       : .::. ...  :     .:.::   ::: .:  : :            
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (63-79:70-87) 
 
             40        50        60        70         80            
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRL            
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (32-75:61-109) 
 
              10        20        30        40             50       
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
         60         70        80                                    
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRL                                    
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (32-74:61-109) 
 
              10        20        30        40        50        60  
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                    70        80                                    
PAT___ G---FKSV---VAVIGLPNDPSVRL                                    
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 49; 29.9% identity (50.6% similar) in 77 aa overlap (10-80:220-295) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
       40        50             60        70        80              
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRL              
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             :.  .  .:. ::      .:.:::. :: ..: .  :  :              
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (45-70:50-75) 
 
           20        30        40        50        60        70     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
           80                                                       
PAT___ DPSVRL                                                       
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (4-79:351-433) 
 
                                          10        20              
PAT___                            YPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
         30        40        50        60        70        80       
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL       
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (4-79:351-433) 
 
                                          10        20              
PAT___                            YPWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
         30        40        50        60        70        80       
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL       
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (34-52:174-192) 
 
            10        20        30        40        50        60    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
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            70        80                                       
PAT___ KSVVAVIGLPNDPSVRL                                       
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 49; 29.9% identity (50.6% similar) in 77 aa overlap (10-80:219-294) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
       40        50             60        70        80              
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRL              
             :.  .  .:. ::      .:.:::. :: ..: .  :  :              
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (4-28:13-35) 
 
                        10        20        30        40        50  
PAT___          YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
              60        70        80                                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRL                                
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (9-33:242-266) 
 
                                     10        20        30         
PAT___                       YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
       40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (44-76:98-130) 
 
            20        30        40        50        60        70    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            80                                                      
PAT___ NDPSVRL                                                      
        .:                                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 46; 30.3% identity (48.5% similar) in 33 aa overlap (44-76:98-130) 
 
            20        30        40        50        60        70    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            80                                                      
PAT___ NDPSVRL                                                      
        .:                                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.8  bits: 16.4 E():   34 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (6-28:9-26) 
 
                  10        20        30        40        50        
PAT___    YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
        60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRL 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.8  bits: 16.4 E():   34 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (21-28:19-26) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                           ::: ..:.                                 
gi|320   YTTEGGKKVEAEDVIPEGWKADTSYE                                 
                 10        20                                       
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (10-30:259-276) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
      40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 49; 28.6% identity (50.6% similar) in 77 aa overlap (10-80:219-294) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
       40        50        60             70        80              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRL              
             :.  .. .:. :. .:.     :::. :: ..: .  :  :              
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (38-47:31-40) 
 
        10        20        30        40        50        60        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
        70        80                                                
PAT___ AVIGLPNDPSVRL                                                
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.9  bits: 19.5 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (40-78:187-222) 
 
      10        20        30        40        50        60          
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
      70        80                     
PAT___ IGLPNDPSVRL                     
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (15-48:250-290) 
 
                               10        20        30        40     
PAT___                 YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
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     220       230       240       250       260        270         
 
                   50        60        70        80                 
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                 
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (15-48:250-290) 
 
                               10        20        30        40     
PAT___                 YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   50        60        70        80                 
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                 
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.3  bits: 19.8 E():   41 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (10-30:277-294) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                                 
gi|275 QAGNNLMMIEQYPYVVIM                        
           310       320                         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.3  bits: 19.8 E():   41 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (10-30:277-294) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
      40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                                 
gi|156 QAGNNLMMIEQYPYVVIM                        
           310       320                         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (63-77:11-25) 
 
             40        50        60        70        80             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL             
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.6 E():   42 
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Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (63-77:11-25) 
 
             40        50        60        70        80             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL             
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (24-31:234-241) 
 
                      10        20        30        40        50    
PAT___        YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
            60        70        80                                  
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRL                                  
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|40807635|gb|AAR92223.1| phytocystatin [Actinidia de  (116 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 41; 28.0% identity (60.0% similar) in 25 aa overlap (1-21:80-104) 
 
                                             10            20       
PAT___                               YPWLVAEVEGVVAG----IAYAGPWKARNA 
                                     :  ..:  .:.:.:    ...  ::      
gi|408 AVSEHNKQANDELQYQSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRN 
      50        60        70        80        90       100          
 
         30        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                                              
gi|408 LTSFRKV                                                
     110                                                      
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (57-75:44-62) 
 
         30        40        50        60        70        80       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL       
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 18.2 E():   45 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (6-38:85-117) 
 
                                        10        20        30      
PAT___                          YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
         :                                           
gi|128 DCSRVN                                        
          120                                        
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>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (44-71:184-210) 
 
            20        30        40        50        60        70    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
            80                                                      
PAT___ NDPSVRL                                                      
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 46; 28.8% identity (52.1% similar) in 73 aa overlap (10-80:84-155) 
 
                                    10        20        30          
PAT___                      YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
       40        50        60         70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRL                  
             :.  .  .:. :.  .. :::. :: ..: .  :  :                  
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.2  bits: 20.4 E():   48 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (54-77:104-126) 
 
            30        40        50        60        70        80    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL    
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:91-116) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1834



 

 

gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (46-69:92-117) 
 
          20        30        40        50          60        70    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            80                                 
PAT___ NDPSVRL                                 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (43-75:18-50) 
 
             20        30        40        50        60        70   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
             80                                                     
PAT___ PNDPSVRL                                                     
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (40-78:250-285) 
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      10        20        30        40        50        60          
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
      70        80                     
PAT___ IGLPNDPSVRL                     
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (57-75:17-35) 
 
         30        40        50        60        70        80       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL       
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (57-75:17-35) 
 
         30        40        50        60        70        80       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL       
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (13-24:13-24) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (2-29:84-109) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (4-22:80-98) 
 
                                          10        20        30    
PAT___                            YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
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gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                                       
gi|671 STNCATVK                                        
     110                                               
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (34-52:138-156) 
 
            10        20        30        40        50        60    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
            70        80                                       
PAT___ KSVVAVIGLPNDPSVRL                                       
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.4 E():   57 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (51-80:3-32) 
 
               30        40        50        60        70        80 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (12-32:12-32) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
               70        80                          
PAT___ QGFKSVVAVIGLPNDPSVRL                          
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (34-52:175-193) 
 
            10        20        30        40        50        60    
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
            70        80                                       
PAT___ KSVVAVIGLPNDPSVRL                                       
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 69.6  bits: 19.7 E():   67 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (45-76:238-268) 
 
           20        30        40        50        60        70     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
           80                                                       
PAT___ DPSVRL                                                       
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.2 E():   67 
Smith-Waterman score: 41; 33.3% identity (58.3% similar) in 24 aa overlap (5-28:46-69) 
 
                                         10        20        30     
PAT___                           YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVEST 
                                     :  ::.  . .:  .: . :: .:       
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
           40        50        60        70        80               
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL               
                                                                    
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRAD 
          80        90       100       110       120       130      
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (39-63:222-246) 
 
       10        20        30        40        50        60         
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
       70        80                                                 
PAT___ VIGLPNDPSVRL                                                 
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (2-29:114-139) 
 
                                            10        20        30  
PAT___                              YPWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (14-29:182-196) 
 
                                10        20          30        40  
PAT___                  YPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
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             160       170       180          190       200         
 
              50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                               
gi|217 DLMMIEEYPYVVIL                          
      210       220                            
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (14-29:182-196) 
 
                                10        20          30        40  
PAT___                  YPWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
              50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                               
gi|217 DLMMIEEYPYVVIL                          
      210       220                            
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (38-47:135-144) 
 
        10        20        30        40        50        60        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
        70        80                                                
PAT___ AVIGLPNDPSVRL                                                
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (38-47:138-147) 
 
        10        20        30        40        50        60        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
        70        80                                                
PAT___ AVIGLPNDPSVRL                                                
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:118-134) 
 
      30        40        50        60        70        80          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL          
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.5  bits: 14.5 E():   76 
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Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (10-18:1-9) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                : :.:...:                                           
gi|131          GPVGGVVHAHMMPLL                                     
                        10                                          
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (13-24:13-24) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (13-24:13-24) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (40-78:316-351) 
 
      10        20        30        40        50        60          
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
      70        80                     
PAT___ IGLPNDPSVRL                     
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.9  bits: 14.5 E():   82 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (13-20:3-10) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   :: : :.:                                         
gi|751           ADAGYAPAAPGTQPKA                                   
                         10                                         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:154-170) 
 
      30        40        50        60        70        80          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL          
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:154-170) 
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      30        40        50        60        70        80          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL          
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (9-37:9-37) 
 
               10        20        30        40        50        60 
PAT___ YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ QGFKSVVAVIGLPNDPSVRL                                         
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (33-54:124-147) 
 
             10        20        30        40          50        60 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               70        80                                         
PAT___ QGFKSVVAVIGLPNDPSVRL                                         
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (33-54:124-147) 
 
             10        20        30        40          50        60 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               70        80                                         
PAT___ QGFKSVVAVIGLPNDPSVRL                                         
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (33-54:124-147) 
 
             10        20        30        40          50        60 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               70        80                                         
PAT___ QGFKSVVAVIGLPNDPSVRL                                         
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1841



 

 

           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (38-64:11-36) 
 
        10        20        30        40        50        60        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
        70        80                                                
PAT___ AVIGLPNDPSVRL                                                
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (30-73:117-159) 
 
                10        20        30        40        50          
PAT___  YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
      60        70        80                                        
PAT___ AQGFKSVVAVIGLPNDPSVRL                                        
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (68-76:32-40) 
 
        40        50        60        70        80                  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                  
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (38-47:181-190) 
 
        10        20        30        40        50        60        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
        70        80                                                
PAT___ AVIGLPNDPSVRL                                                
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (37-59:182-206) 
 
         10        20        30        40           50        60    
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
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             160       170       180       190       200        210 
 
            70        80 
PAT___ KSVVAVIGLPNDPSVRL 
                         
gi|162 PKTKVIPYVRYL      
              220        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (68-76:32-40) 
 
        40        50        60        70        80                  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                  
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (70-76:9-15) 
 
      40        50        60        70        80                    
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL                    
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (38-62:30-54) 
 
        10        20        30        40        50        60        
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
        70        80                              
PAT___ AVIGLPNDPSVRL                              
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 19.1 E():   97 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (41-74:237-273) 
 
               20        30        40        50        60           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
        70        80                                                
PAT___ AVIGLPNDPSVRL                                                
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.5  bits: 19.7 E():   97 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (28-61:183-216) 
 
                  10        20        30         40        50       
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PAT___    YPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
         60        70        80                                     
PAT___ SMEAQGFKSVVAVIGLPNDPSVRL                                     
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
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gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:67-86) 
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          10        20        30        40        50        60      
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          70        80                                              
PAT___ VVAVIGLPNDPSVRL                                              
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 43; 43.8% identity (68.8% similar) in 16 aa overlap (62-77:67-81) 
 
              40        50        60        70        80            
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL            
                                     ::. . .:.  : :::               
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:45 2011 done: Wed Jan 19 14:40:45 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 58  - 137 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    13     8:==*== 
  34    28    22:=======*== 
  36    52    44:==============*=== 
  38    51    73:=================       * 
  40    66   102:======================           * 
  42   114   125:======================================   * 
  44   110   137:=====================================        * 
  46   127   140:===========================================   * 
  48   172   134:============================================*============= 
  50   165   122:========================================*============== 
  52    91   107:===============================    * 
  54    86    92:============================= * 
  56    97    77:=========================*======= 
  58    51    63:=================   * 
  60    42    51:==============  * 
  62    41    41:=============* 
  64    31    33:==========* 
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  66    27    26:========* 
  68    17    20:======* 
  70    12    16:==== * 
  72    19    12:===*=== 
  74    16    10:===*== 
  76    11     8:==*= 
  78     4     6:=* 
  80     5     5:=* 
  82     3     3:* 
  84    13     3:*==== 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.76570.00275; mu= 6.0145 0.142 
 mean_var=29.7255 7.755, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.235239 
 Kolmogorov-Smirnov  statistic: 0.0571 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.0   0.027 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.8    0.29 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.8    0.29 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.8     3.4 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.8     3.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.3     4.2 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.2     4.7 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2     5.2 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     5.2 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   57 23.4     5.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.5     5.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8     7.1 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   52 21.8     8.3 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   52 21.8     8.7 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   52 21.8     8.9 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   55 22.7     8.9 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.1 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   55 22.7     9.1 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.1 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   55 22.7     9.1 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   55 22.7     9.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.4      11 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 21.1      14 
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gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 21.1      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      15 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 16.9      15 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   47 20.2      15 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   48 20.5      18 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      22 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   51 21.3      22 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.1      27 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      29 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      29 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      29 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      30 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      31 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      32 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.7      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   51 21.3      34 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   51 21.3      34 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   44 19.1      35 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.4      35 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.4      35 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.8      35 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      36 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.7      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      37 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   49 20.6      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      41 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      41 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      41 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      43 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      43 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      44 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      44 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      45 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      47 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.0      49 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.7      49 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.3      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      51 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      52 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      53 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      54 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      54 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      57 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      58 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   46 19.7      59 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.4      61 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.5      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      69 
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gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      71 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      72 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      73 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      73 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   46 19.6      73 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      76 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.5      76 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      77 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      80 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      80 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      82 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      82 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      87 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      88 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      88 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      91 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      91 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      92 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      92 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      92 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      93 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      94 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 130.7  bits: 29.0 E(): 0.027 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (35-75:16-57) 
 
           10        20        30        40        50        60     
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
            70        80                                            
PAT___ VVAVI-GLPNDPSVRLH                                            
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.0  bits: 27.8 E(): 0.29 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (12-78:96-168) 
 
                                  10         20        30        40 
PAT___                    PWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
               50               60        70        80              
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLH              
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.0  bits: 27.8 E(): 0.29 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (12-78:96-168) 
 
                                  10         20        30        40 
PAT___                    PWLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
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          70        80        90       100         110       120    
 
               50               60        70        80              
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLH              
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.9  bits: 22.8 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (21-77:69-119) 
 
                         10        20        30        40        50 
PAT___           PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
               60        70        80                               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLH                               
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.8  bits: 22.8 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (21-77:70-120) 
 
                         10        20        30        40        50 
PAT___           PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
               60        70        80                               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLH                               
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.2  bits: 21.3 E():  4.2 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (15-28:53-66) 
 
                               10        20        30        40     
PAT___                 PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
           50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                            
gi|323 RTNAAVTVR                            
             90                             
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.5  bits: 22.2 E():  4.7 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (12-28:74-90) 
 
                                  10        20        30        40  
PAT___                    PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
              50        60        70        80                      
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                      
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gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.2 E():  5.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (12-28:91-107) 
 
                                  10        20        30        40  
PAT___                    PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                      
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.2 E():  5.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (12-28:91-107) 
 
                                  10        20        30        40  
PAT___                    PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                      
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.6  bits: 22.5 E():  5.2 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (10-70:69-129) 
 
                                    10        20        30          
PAT___                      PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
      40          50        60        70        80                  
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                  
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 89.0  bits: 23.4 E():  5.7 
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
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>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (42-74:3-35) 
 
              20        30        40        50        60        70  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
              80                                                    
PAT___ PNDPSVRLH                                                    
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.2  bits: 21.8 E():  7.1 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (29-45:32-48) 
 
                 10        20        30        40        50         
PAT___   PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
       60        70        80                                       
PAT___ AQGFKSVVAVIGLPNDPSVRLH                                       
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.0  bits: 21.8 E():  8.3 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (43-80:81-118) 
 
             20        30        40        50        60        70   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
             80                                                     
PAT___ NDPSVRLH                                                     
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.6  bits: 21.8 E():  8.7 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (43-80:92-129) 
 
             20        30        40        50        60        70   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
             80                                                     
PAT___ NDPSVRLH                                                     
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (43-80:99-136) 
 
             20        30        40        50        60        70   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
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gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
             80                                                     
PAT___ NDPSVRLH                                                     
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 55; 35.7% identity (60.7% similar) in 28 aa overlap (1-28:115-140) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .  .:.:..:  ::  : : .:.  :   
gi|476 AACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMH 
           90       100       110       120         130       140   
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|476 FARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTL 
            150       160       170       180       190       200   
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|117 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
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             150       160       170       180       190       200  
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRL 
             150       160       170       180       190       200  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
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PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|248 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
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gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : .. .:.:..:  :: .: . .:   :   
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKL 
             150       160       170       180       190       200  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (13-51:12-50) 
 
               10        20        30         40        50          
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEA 
                   :.  :.:  : .  ::  .:  .. . :  :   :::  :         
gi|947  MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKY 
                10        20        30        40         50         
 
      60        70        80                                        
PAT___ QGFKSVVAVIGLPNDPSVRLH                                        
                                                                    
gi|947 CGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
       60        70        80        90       100       110         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (43-80:98-135) 
 
             20        30        40        50        60        70   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             80                                                     
PAT___ NDPSVRLH                                                     
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (43-80:98-135) 
 
             20        30        40        50        60        70   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             80                                                     
PAT___ NDPSVRLH                                                     
        .: .  :                                                     
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.7  bits: 20.5 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (8-64:105-161) 
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                                      10        20        30        
PAT___                        PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
        40        50         60        70        80  
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLH  
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.6  bits: 19.6 E():   15 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (33-45:63-75) 
 
             10        20        30        40        50        60   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
             70        80 
PAT___ KSVVAVIGLPNDPSVRLH 
                          
gi|387 TIPR               
                          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.3  bits: 16.9 E():   15 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:1-14) 
 
               10        20        30        40        50        60 
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
               ::. .: :.. : :                                       
gi|323         GVLFNIQYVNYWFAP                                      
                       10                                           
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 47; 15.5% identity (54.9% similar) in 71 aa overlap (1-71:32-100) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :.  ....    . .::  ....      
gi|145 GVHTFEEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVED 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
        .: :: :. . .  ..  : . ...  . ::. ..  ...                    
gi|145 GKTSYVLHKIDAIDEATYTYDYTISG--GTGFQEILEKVSFKTKLEAADGGSKIKVSVTF 
              70        80          90       100       110          
 
gi|145 HTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
     120       130       140       150    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (8-51:67-110) 
 
                                      10        20        30        
PAT___                        PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
        40        50        60        70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                  
        :.  ... :  ::                                               
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gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.0  bits: 20.5 E():   18 
Smith-Waterman score: 48; 19.3% identity (52.6% similar) in 57 aa overlap (21-77:70-120) 
 
                         10        20        30        40        50 
PAT___           PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPL- 
      40        50        60        70        80        90          
 
               60        70        80                               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLH                               
             .. ..:  ..  .:.:.. ::                                  
gi|187 -----RLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (8-51:127-170) 
 
                                      10        20        30        
PAT___                        PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
        40        50        60        70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                  
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (8-51:127-170) 
 
                                      10        20        30        
PAT___                        PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
        40        50        60        70        80                  
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                  
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (22-71:112-155) 
 
                        10        20        30        40        50  
PAT___          PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
              60        70        80                                
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLH                                
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 78.3  bits: 21.3 E():   22 
Smith-Waterman score: 51; 29.9% identity (49.4% similar) in 77 aa overlap (9-79:220-295) 
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                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
        40        50        60             70        80             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLH             
             :.  .. .:: :  .:.     :::. :: ..: .  :  :              
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.9  bits: 22.8 E():   26 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (53-76:481-504) 
 
             30        40        50        60        70        80   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH   
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.8  bits: 21.6 E():   27 
Smith-Waterman score: 52; 20.5% identity (53.0% similar) in 83 aa overlap (3-78:351-433) 
 
                                           10        20             
PAT___                             PWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
          30        40        50        60        70        80      
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH      
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .:: ..        
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (2-63:147-199) 
 
                                            10        20        30  
PAT___                              PWLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
              40        50        60        70        80            
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH            
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.3  bits: 19.5 E():   29 
Smith-Waterman score: 45; 25.4% identity (50.7% similar) in 67 aa overlap (20-79:100-166) 
 
                          10        20        30         40         
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PAT___            PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
       50         60             70        80           
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLH           
       : .::. ...  :     .:.::   ::: .:  : :            
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:289-326) 
 
                                     10        20          30       
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
         40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
        . :. ::...                                  
gi|336 ERGHNSLGINNFVTYATL                           
         320       330                              
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:289-326) 
 
                                     10        20          30       
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
         40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
        . :. ::...                                  
AOID|2 ERGHNSLGINNYVTYATL                           
         320       330                              
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 45; 25.4% identity (50.7% similar) in 67 aa overlap (20-79:102-168) 
 
                          10        20        30         40         
PAT___            PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
       50         60             70        80           
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLH           
       : .::. ...  :     .:.::   ::: .:  : :            
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.1  bits: 19.5 E():   29 
Smith-Waterman score: 45; 25.4% identity (50.7% similar) in 67 aa overlap (20-79:103-169) 
 
                          10        20        30         40         
PAT___            PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
       50         60             70        80           
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLH           
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       : .::. ...  :     .:.::   ::: .:  : :            
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (62-78:70-87) 
 
              40        50        60        70         80           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLH           
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (31-74:61-109) 
 
               10        20        30        40             50      
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
          60         70        80                                   
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLH                                   
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (31-73:61-109) 
 
               10        20        30        40        50        60 
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                     70        80                                   
PAT___ G---FKSV---VAVIGLPNDPSVRLH                                   
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (44-69:50-75) 
 
            20        30        40        50        60        70    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
            80                                                      
PAT___ DPSVRLH                                                      
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 49; 29.9% identity (50.6% similar) in 77 aa overlap (9-79:220-295) 
 
                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
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                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
        40        50             60        70        80             
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLH             
             :.  .  .:. ::      .:.:::. :: ..: .  :  :              
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (3-78:351-433) 
 
                                           10        20             
PAT___                             PWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
          30        40        50        60        70        80      
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH      
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (3-78:351-433) 
 
                                           10        20             
PAT___                             PWLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
          30        40        50        60        70        80      
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH      
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (33-51:174-192) 
 
             10        20        30        40        50        60   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
             70        80                                      
PAT___ KSVVAVIGLPNDPSVRLH                                      
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 44; 26.5% identity (50.6% similar) in 83 aa overlap (4-80:46-126) 
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                                          10        20        30    
PAT___                            PWLVAEVEGVVAGIAYAGPWKARNAYDWTV--E 
                                     :  ::.  . .:  .: . :: .:  .    
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
              40        50            60        70        80        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLH        
       .    .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :        
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKR 
          80        90       100       110         120       130    
 
gi|344 ADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 
           140       150       160       170  
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.7  bits: 16.4 E():   35 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (5-27:9-26) 
 
                   10        20        30        40        50       
PAT___     PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
         60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRLH 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.7  bits: 16.4 E():   35 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (20-27:19-26) 
 
               10        20        30        40        50        60 
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                          ::: ..:.                                  
gi|320  YTTEGGKKVEAEDVIPEGWKADTSYE                                  
                10        20                                        
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (3-27:13-35) 
 
                         10        20        30        40        50 
PAT___           PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
               60        70        80                               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLH                               
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (8-32:242-266) 
 
                                      10        20        30        
PAT___                        PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
        40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 49; 29.9% identity (50.6% similar) in 77 aa overlap (9-79:219-294) 
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                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
        40        50             60        70        80             
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLH             
             :.  .  .:. ::      .:.:::. :: ..: .  :  :              
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (9-29:259-276) 
 
                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
       40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 49; 28.6% identity (50.6% similar) in 77 aa overlap (9-79:219-294) 
 
                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
        40        50        60             70        80             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLH             
             :.  .. .:. :. .:.     :::. :: ..: .  :  :              
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.5 E():   39 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (37-46:31-40) 
 
         10        20        30        40        50        60       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
         70        80                                               
PAT___ AVIGLPNDPSVRLH                                               
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (39-77:187-222) 
 
       10        20        30        40        50        60         
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
       70        80                    
PAT___ IGLPNDPSVRLH                    
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (14-47:250-290) 
 
                                10        20        30        40    
PAT___                  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    50        60        70        80                
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (14-47:250-290) 
 
                                10        20        30        40    
PAT___                  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    50        60        70        80                
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
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>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (62-76:11-25) 
 
              40        50        60        70        80            
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH            
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (62-76:11-25) 
 
              40        50        60        70        80            
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH            
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (9-29:277-294) 
 
                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                                  
gi|156 QAGNNLMMIEQYPYVVIM                         
           310       320                          
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (9-29:277-294) 
 
                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
       40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                                  
gi|275 QAGNNLMMIEQYPYVVIM                         
           310       320                          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.7 E():   45 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (23-30:234-241) 
 
                       10        20        30        40        50   
PAT___         PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
             60        70        80                                 
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLH                                 
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gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (5-37:85-117) 
 
                                         10        20        30     
PAT___                           PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
         :                                            
gi|128 DCSRVN                                         
          120                                         
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (56-74:44-62) 
 
          30        40        50        60        70        80      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH      
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (43-70:184-210) 
 
             20        30        40        50        60        70   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
             80                                                     
PAT___ NDPSVRLH                                                     
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.9  bits: 19.7 E():   49 
Smith-Waterman score: 46; 28.8% identity (52.1% similar) in 73 aa overlap (9-79:84-155) 
 
                                     10        20        30         
PAT___                       PWLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
        40        50        60         70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLH                 
             :.  .  .:. :.  .. :::. :: ..: .  :  :                  
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.7  bits: 20.3 E():   51 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (53-76:104-126) 
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             30        40        50        60        70        80   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH   
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:91-116) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
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gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
 
           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (45-68:92-117) 
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           20        30        40          50        60        70   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             80                                
PAT___ NDPSVRLH                                
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (42-74:18-50) 
 
              20        30        40        50        60        70  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
              80                                                    
PAT___ PNDPSVRLH                                                    
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (39-77:250-285) 
 
       10        20        30        40        50        60         
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
       70        80                    
PAT___ IGLPNDPSVRLH                    
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (56-74:17-35) 
 
          30        40        50        60        70        80      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH      
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (56-74:17-35) 
 
          30        40        50        60        70        80      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH      
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   57 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (12-23:13-24) 
 
                10        20        30        40        50          
PAT___  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.9 E():   58 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (3-21:80-98) 
 
                                           10        20        30   
PAT___                             PWLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                                        
gi|671 STNCATVK                                         
     110                                                
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (33-51:138-156) 
 
             10        20        30        40        50        60   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
             70        80                                      
PAT___ KSVVAVIGLPNDPSVRLH                                      
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.6  bits: 19.7 E():   59 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (1-28:84-109) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|114 AACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            60        70        80        90         100       110  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|114 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             120       130       140       150       160       170  
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.4 E():   61 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (50-79:3-32) 
 
      20        30        40        50        60        70          
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
      80                                                            
PAT___ H                                                            
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
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             40        50        60        70        80        90   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.5 E():   64 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (11-31:12-32) 
 
                10        20        30        40        50          
PAT___  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
      60        70        80                         
PAT___ QGFKSVVAVIGLPNDPSVRLH                         
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.7 E():   69 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (33-51:175-193) 
 
             10        20        30        40        50        60   
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
             70        80                                      
PAT___ KSVVAVIGLPNDPSVRLH                                      
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (44-75:238-268) 
 
            20        30        40        50        60        70    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
            80                                                      
PAT___ DPSVRLH                                                      
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (38-62:222-246) 
 
        10        20        30        40        50        60        
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
        70        80                                                
PAT___ VIGLPNDPSVRLH                                                
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (13-28:182-196) 
 
                                 10        20          30        40 
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PAT___                   PWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                                
gi|217 DLMMIEEYPYVVIL                           
      210       220                             
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (13-28:182-196) 
 
                                 10        20          30        40 
PAT___                   PWLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                                
gi|217 DLMMIEEYPYVVIL                           
      210       220                             
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 28 aa overlap (1-28:114-139) 
 
                                             10        20        30 
PAT___                               PWLVAEVEGVVAGIAYAGPWKARNAYDWTV 
                                     : :  .:.:..  .:   : . .:.  :   
gi|476 AACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTI--VAQPDPARWKNSKIWLQ 
            90       100       110       120         130       140  
 
               40        50        60        70        80           
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH           
                                                                    
gi|476 FAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTL 
             150       160       170       180       190       200  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (37-46:135-144) 
 
         10        20        30        40        50        60       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
         70        80                                               
PAT___ AVIGLPNDPSVRLH                                               
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.5  bits: 14.5 E():   76 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (9-17:1-9) 
 
               10        20        30        40        50        60 
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
               : :.:...:                                            
gi|131         GPVGGVVHAHMMPLL                                      
                       10                                           
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
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Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (37-46:138-147) 
 
         10        20        30        40        50        60       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
         70        80                                               
PAT___ AVIGLPNDPSVRLH                                               
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:118-134) 
 
       30        40        50        60        70        80         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH         
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (12-23:13-24) 
 
                10        20        30        40        50          
PAT___  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (12-23:13-24) 
 
                10        20        30        40        50          
PAT___  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.9  bits: 14.5 E():   82 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (12-19:3-10) 
 
               10        20        30        40        50        60 
PAT___ PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                  :: : :.:                                          
gi|751          ADAGYAPAAPGTQPKA                                    
                        10                                          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (39-77:316-351) 
 
       10        20        30        40        50        60         
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
       70        80                    
PAT___ IGLPNDPSVRLH                    
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
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            350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (8-36:9-37) 
 
                10        20        30        40        50          
PAT___  PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ QGFKSVVAVIGLPNDPSVRLH                                        
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:154-170) 
 
       30        40        50        60        70        80         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH         
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:154-170) 
 
       30        40        50        60        70        80         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH         
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (32-53:124-147) 
 
              10        20        30        40          50          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      60        70        80                                        
PAT___ QGFKSVVAVIGLPNDPSVRLH                                        
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (32-53:124-147) 
 
              10        20        30        40          50          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      60        70        80                                        
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PAT___ QGFKSVVAVIGLPNDPSVRLH                                        
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (32-53:124-147) 
 
              10        20        30        40          50          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      60        70        80                                        
PAT___ QGFKSVVAVIGLPNDPSVRLH                                        
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (37-63:11-36) 
 
         10        20        30        40        50        60       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
         70        80                                               
PAT___ AVIGLPNDPSVRLH                                               
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (67-75:32-40) 
 
         40        50        60        70        80                 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (67-75:32-40) 
 
         40        50        60        70        80                 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   92 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (36-58:182-206) 
 
          10        20        30        40           50        60   
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
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             160       170       180       190       200        210 
 
             70        80 
PAT___ KSVVAVIGLPNDPSVRLH 
                          
gi|162 PKTKVIPYVRYL       
              220         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (37-46:181-190) 
 
         10        20        30        40        50        60       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
         70        80                                               
PAT___ AVIGLPNDPSVRLH                                               
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (29-72:117-159) 
 
                 10        20        30        40        50         
PAT___   PWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
       60        70        80                                       
PAT___ AQGFKSVVAVIGLPNDPSVRLH                                       
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (69-75:9-15) 
 
       40        50        60        70        80                   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH                   
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.9 E():   98 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (37-61:30-54) 
 
         10        20        30        40        50        60       
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
         70        80                             
PAT___ AVIGLPNDPSVRLH                             
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:45 2011 done: Wed Jan 19 14:40:45 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 59  - 138 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    10     8:==*= 
  34    20    22:=======* 
  36    55    44:==============*==== 
  38    57    73:===================     * 
  40    61   102:=====================            * 
  42   111   125:=====================================    * 
  44   122   137:=========================================    * 
  46   134   140:============================================= * 
  48   156   134:============================================*======= 
  50   163   122:========================================*============== 
  52    97   107:=================================  * 
  54    90    92:==============================* 
  56    95    77:=========================*====== 
  58    57    63:=================== * 
  60    36    51:============    * 
  62    44    41:=============*= 
  64    25    33:========= * 
  66    32    26:========*== 
  68    17    20:======* 
  70     9    16:===  * 
  72    21    12:===*=== 
  74    13    10:===*= 
  76    26     8:==*====== 
  78     7     6:=*= 
  80     2     5:=* 
  82     6     3:*= 
  84     1     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.82820.00278; mu= 5.5687 0.144 
 mean_var=29.4076 7.724, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.236507 
 Kolmogorov-Smirnov  statistic: 0.0510 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.2   0.024 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.8    0.28 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.8    0.28 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.9     3.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.9     3.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4     3.9 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.3     4.4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2     4.9 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2     4.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     4.9 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.8 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   52 21.9     7.9 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   52 21.9     8.3 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   52 21.9     8.5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.4      11 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.9      13 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 21.2      14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 21.2      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.6      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.0      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   52 21.7      17 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.8      20 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.8      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.1      21 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   51 21.4      21 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.9      22 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.9      22 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.9      22 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.4      23 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      26 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   47 20.2      26 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      28 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   50 21.0      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   50 21.0      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   50 21.0      28 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   50 21.0      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   50 21.0      28 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      29 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.7      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.5      32 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.5      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   51 21.3      33 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   51 21.3      33 
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gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      33 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   44 19.2      33 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.9      33 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      34 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.7      35 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.8      36 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.1      42 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.1      42 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.8      42 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.8      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.8      44 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.3      45 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      46 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.0      48 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.7      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      49 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.3      49 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      51 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      52 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      52 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      54 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      55 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      61 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      67 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      69 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      71 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.6      71 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      71 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      71 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      74 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      76 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.9      76 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.9      76 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      79 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.6      83 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      85 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      85 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      87 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      87 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      88 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      89 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      89 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      90 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      90 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      93 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      97 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      97 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      97 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      97 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      97 
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gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      97 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      97 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      97 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.4  bits: 29.2 E(): 0.024 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (34-74:16-57) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
             70        80                                           
PAT___ VVAVI-GLPNDPSVRLHE                                           
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.4  bits: 27.8 E(): 0.28 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (11-77:96-168) 
 
                                   10         20        30          
PAT___                     WLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
      40        50               60        70        80             
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHE             
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.4  bits: 27.8 E(): 0.28 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (11-77:96-168) 
 
                                   10         20        30          
PAT___                     WLVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
      40        50               60        70        80             
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHE             
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.3  bits: 22.9 E():  3.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (20-76:69-119) 
 
                          10        20        30        40          
PAT___            WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
      50        60        70        80                              
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                              
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            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.3  bits: 22.9 E():  3.3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (20-76:70-120) 
 
                          10        20        30        40          
PAT___            WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
      50        60        70        80                              
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                              
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.8  bits: 21.4 E():  3.9 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (14-27:53-66) 
 
                                10        20        30        40    
PAT___                  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
            50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                                             
gi|323 RTNAAVTVR                             
             90                              
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (11-27:74-90) 
 
                                   10        20        30        40 
PAT___                     WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
               50        60        70        80                     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                     
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.1  bits: 22.2 E():  4.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (11-27:91-107) 
 
                                   10        20        30        40 
PAT___                     WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                     
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.1  bits: 22.2 E():  4.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (11-27:91-107) 
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                                   10        20        30        40 
PAT___                     WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                     
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.0  bits: 22.5 E():  4.9 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (9-69:69-129) 
 
                                     10        20        30         
PAT___                       WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
       40          50        60        70        80                 
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                 
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (41-73:3-35) 
 
               20        30        40        50        60        70 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
               80                                                   
PAT___ PNDPSVRLHE                                                   
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 21.9 E():  6.8 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (28-44:32-48) 
 
                  10        20        30        40        50        
PAT___    WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
        60        70        80                                      
PAT___ AQGFKSVVAVIGLPNDPSVRLHE                                      
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (42-79:81-118) 
 
              20        30        40        50        60        70  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
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gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
              80                                                    
PAT___ NDPSVRLHE                                                    
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.0  bits: 21.9 E():  8.3 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (42-79:92-129) 
 
              20        30        40        50        60        70  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
              80                                                    
PAT___ NDPSVRLHE                                                    
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.8  bits: 21.9 E():  8.5 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (42-79:99-136) 
 
              20        30        40        50        60        70  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
              80                                                    
PAT___ NDPSVRLHE                                                    
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (12-50:12-50) 
 
               10        20        30         40        50          
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
      60        70        80                                        
PAT___ GFKSVVAVIGLPNDPSVRLHE                                        
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 82.2  bits: 20.9 E():   13 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (20-80:70-134) 
 
                          10        20        30        40          
PAT___            WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
         50        60         70        80                          
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHE                          
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
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     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (42-79:98-135) 
 
              20        30        40        50        60        70  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              80                                                    
PAT___ NDPSVRLHE                                                    
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (42-79:98-135) 
 
              20        30        40        50        60        70  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              80                                                    
PAT___ NDPSVRLHE                                                    
        .: .  :                                                     
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (7-63:105-161) 
 
                                       10        20        30       
PAT___                         WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
         40        50         60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
        .:  .:  .   .. ..: .:: : .:                  
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           140       150       160       170         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.1  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (32-44:63-75) 
 
              10        20        30        40        50        60  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
              70        80 
PAT___ KSVVAVIGLPNDPSVRLHE 
                           
gi|387 TIPR                
                           
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.0  bits: 17.0 E():   14 
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Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:1-14) 
 
               10        20        30        40        50        60 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
              ::. .: :.. : :                                        
gi|323        GVLFNIQYVNYWFAP                                       
                      10                                            
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.9  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (7-50:67-110) 
 
                                       10        20        30       
PAT___                         WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                 
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 52; 39.1% identity (65.2% similar) in 23 aa overlap (5-27:120-140) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  ::  : : .:.  :        
gi|476 LSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLT 
      90       100       110       120         130       140        
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|476 DFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPE 
       150       160       170       180       190       200        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (7-50:127-170) 
 
                                       10        20        30       
PAT___                         WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         40        50        60        70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                 
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (7-50:127-170) 
 
                                       10        20        30       
PAT___                         WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
         40        50        60        70        80                 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                 
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.6  bits: 21.1 E():   21 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (21-70:112-155) 
 
                         10        20        30        40        50 
PAT___           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
               60        70        80                               
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                               
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 78.5  bits: 21.4 E():   21 
Smith-Waterman score: 51; 29.9% identity (49.4% similar) in 77 aa overlap (8-78:220-295) 
 
                                      10        20         30       
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
         40        50             60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHE            
             :.  .. .:: :  .:.     :::. :: ..: .  :  :              
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.5  bits: 19.9 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (19-80:100-168) 
 
                           10        20        30         40        
PAT___             WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
        50              60        70        80          
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHE          
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.4  bits: 19.9 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (19-80:102-170) 
 
                           10        20        30         40        
PAT___             WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
        50              60        70        80          
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHE          
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.3  bits: 19.9 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (19-80:103-171) 
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                           10        20        30         40        
PAT___             WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
        50              60        70        80          
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHE          
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.9  bits: 21.4 E():   23 
Smith-Waterman score: 51; 27.8% identity (51.9% similar) in 79 aa overlap (8-80:219-296) 
 
                                      10        20         30       
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
         40        50             60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHE            
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..            
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.0  bits: 22.8 E():   26 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (52-75:481-504) 
 
              30        40        50        60        70        80  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE  
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 52; 20.5% identity (53.0% similar) in 83 aa overlap (2-77:351-433) 
 
                                            10        20            
PAT___                              WLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
           30        40        50        60        70        80     
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE     
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .:: ..        
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 47; 27.4% identity (51.6% similar) in 62 aa overlap (1-62:147-199) 
 
                                             10        20        30 
PAT___                               WLVAEVEGVVAGIAYAGPWKARNAYDWTVE 
                                     :   ::.    :   : : . :.      . 
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gi|289 KYAGQNLAELGRSGGPDPDYGQLIQKAVDKWY-EEVKDCNQGYIDAYPMNYRGPA--IGH 
        120       130       140        150       160       170      
 
               40        50        60        70        80           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE           
        :: :..:. ..: ... ::      ...:::                             
gi|289 FTVLVAERNTHMGCAASEYT------KSNGFKYFLMACNYATTNMMDFPIYKSCGSSAQD 
           180       190             200       210       220        
 
gi|289 CKSGKNSKYPNLCSPNEKYEVNKWIKNGMEYH 
       230       240       250          
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:289-326) 
 
                                      10        20          30      
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
          40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
        . :. ::...                                   
gi|336 ERGHNSLGINNFVTYATL                            
         320       330                               
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:289-326) 
 
                                      10        20          30      
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
          40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
        . :. ::...                                   
AOID|2 ERGHNSLGINNYVTYATL                            
         320       330                               
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
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PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
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Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|117 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|117 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
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           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:119-139) 
 
                                         10        20        30     
PAT___                           WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
           40        50        60        70        80               
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (61-77:70-87) 
 
               40        50        60        70         80          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHE          
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (30-73:61-109) 
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                10        20        30        40             50     
PAT___  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
           60         70        80                                  
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHE                                  
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (30-72:61-109) 
 
                10        20        30        40        50          
PAT___  WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
      60              70        80                                  
PAT___ G---FKSV---VAVIGLPNDPSVRLHE                                  
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (43-68:50-75) 
 
             20        30        40        50        60        70   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
             80                                                     
PAT___ DPSVRLHE                                                     
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 49; 29.9% identity (50.6% similar) in 77 aa overlap (8-78:220-295) 
 
                                      10        20         30       
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
         40        50             60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHE            
             :.  .  .:. ::      .:.:::. :: ..: .  :  :              
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (4-26:9-26) 
 
                    10        20        30        40        50      
PAT___      WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
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gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
          60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHE 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (19-26:19-26) 
 
               10        20        30        40        50        60 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (2-77:351-433) 
 
                                            10        20            
PAT___                              WLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
           30        40        50        60        70        80     
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE     
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (2-77:351-433) 
 
                                            10        20            
PAT___                              WLVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
           30        40        50        60        70        80     
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE     
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (32-50:174-192) 
 
              10        20        30        40        50        60  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
              70        80                                     
PAT___ KSVVAVIGLPNDPSVRLHE                                     
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
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 initn:  41 init1:  41 opt:  44  Z-score: 75.1  bits: 19.2 E():   33 
Smith-Waterman score: 44; 26.5% identity (50.6% similar) in 83 aa overlap (3-79:46-126) 
 
                                           10        20          30 
PAT___                             WLVAEVEGVVAGIAYAGPWKARNAYDWTV--E 
                                     :  ::.  . .:  .: . :: .:  .    
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
               40        50            60        70        80       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLHE       
       .    .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :        
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKR 
          80        90       100       110         120       130    
 
gi|344 ADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 
           140       150       160       170  
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (2-26:13-35) 
 
                          10        20        30        40          
PAT___            WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
      50        60        70        80                              
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                              
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (7-31:242-266) 
 
                                       10        20        30       
PAT___                         WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
         40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 49; 29.9% identity (50.6% similar) in 77 aa overlap (8-78:219-294) 
 
                                      10        20         30       
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
         40        50             60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHE            
             :.  .  .:. ::      .:.:::. :: ..: .  :  :              
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (8-28:259-276) 
 
                                      10        20        30        
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PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
        40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (36-45:31-40) 
 
          10        20        30        40        50        60      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
          70        80                                              
PAT___ AVIGLPNDPSVRLHE                                              
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (38-76:187-222) 
 
        10        20        30        40        50        60        
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
        70        80                   
PAT___ IGLPNDPSVRLHE                   
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
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>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (61-75:11-25) 
 
               40        50        60        70        80           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE           
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (61-75:11-25) 
 
               40        50        60        70        80           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE           
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (13-46:250-290) 
 
                                 10        20        30        40   
PAT___                   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     50        60        70        80               
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (13-46:250-290) 
 
                                 10        20        30        40   
PAT___                   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     50        60        70        80               
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE               
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (8-28:277-294) 
 
                                      10        20        30        
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
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gi|156 QAGNNLMMIEQYPYVVIM                          
           310       320                           
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (8-28:277-294) 
 
                                      10        20        30        
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
        40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                                                   
gi|275 QAGNNLMMIEQYPYVVIM                          
           310       320                           
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (22-29:234-241) 
 
                        10        20        30        40        50  
PAT___          WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
              60        70        80                                
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHE                                
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 18.3 E():   45 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (4-36:85-117) 
 
                                          10        20        30    
PAT___                            WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
         :                                             
gi|128 DCSRVN                                          
          120                                          
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.2 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (55-73:44-62) 
 
           30        40        50        60        70        80     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE     
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (42-69:184-210) 
 
              20        30        40        50        60        70  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
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                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
              80                                                    
PAT___ NDPSVRLHE                                                    
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.2  bits: 19.7 E():   48 
Smith-Waterman score: 46; 28.8% identity (52.1% similar) in 73 aa overlap (8-78:84-155) 
 
                                      10        20         30       
PAT___                        WLVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
         40        50         60        70        80                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHE                
             :.  .  .:. :.  .. :::. :: ..: .  :  :                  
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:91-116) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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              80                               
PAT___ NDPSVRLHE                               
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (44-67:92-117) 
 
            20        30        40          50        60        70  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              80                               
PAT___ NDPSVRLHE                               
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (41-73:18-50) 
 
               20        30        40        50        60        70 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
               80                                                   
PAT___ PNDPSVRLHE                                                   
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.9  bits: 20.3 E():   49 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (52-75:104-126) 
 
              30        40        50        60        70        80  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE  
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (38-76:250-285) 
 
        10        20        30        40        50        60        
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
        70        80                   
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PAT___ IGLPNDPSVRLHE                   
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (55-73:17-35) 
 
           30        40        50        60        70        80     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE     
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (55-73:17-35) 
 
           30        40        50        60        70        80     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE     
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (11-22:13-24) 
 
                 10        20        30        40        50         
PAT___   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (2-20:80-98) 
 
                                            10        20        30  
PAT___                              WLVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                                                         
gi|671 STNCATVK                                          
     110                                                 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (32-50:138-156) 
 
              10        20        30        40        50        60  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
              70        80                                     
PAT___ KSVVAVIGLPNDPSVRLHE                                     
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
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       170       180       190       200       210       220   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 17.6 E():   61 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (10-30:12-32) 
 
                 10        20        30        40        50         
PAT___   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
       60        70        80                        
PAT___ QGFKSVVAVIGLPNDPSVRLHE                        
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (32-50:175-193) 
 
              10        20        30        40        50        60  
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
              70        80                                     
PAT___ KSVVAVIGLPNDPSVRLHE                                     
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (43-74:238-268) 
 
             20        30        40        50        60        70   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
             80                                                     
PAT___ DPSVRLHE                                                     
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (37-61:222-246) 
 
         10        20        30        40        50        60       
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
         70        80                                               
PAT___ VIGLPNDPSVRLHE                                               
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 14.6 E():   71 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (8-16:1-9) 
 
               10        20        30        40        50        60 
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PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
              : :.:...:                                             
gi|131        GPVGGVVHAHMMPLL                                       
                      10                                            
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (12-27:182-196) 
 
                                  10        20          30          
PAT___                    WLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
      40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                                                 
gi|217 DLMMIEEYPYVVIL                            
      210       220                              
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (12-27:182-196) 
 
                                  10        20          30          
PAT___                    WLVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
      40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                                                 
gi|217 DLMMIEEYPYVVIL                            
      210       220                              
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (36-45:135-144) 
 
          10        20        30        40        50        60      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
          70        80                                              
PAT___ AVIGLPNDPSVRLHE                                              
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (36-45:138-147) 
 
          10        20        30        40        50        60      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
          70        80                                              
PAT___ AVIGLPNDPSVRLHE                                              
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
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Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:118-134) 
 
        30        40        50        60        70        80        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE        
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.5  bits: 14.6 E():   76 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (11-18:3-10) 
 
               10        20        30        40        50        60 
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                 :: : :.:                                           
gi|751         ADAGYAPAAPGTQPKA                                     
                       10                                           
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (11-22:13-24) 
 
                 10        20        30        40        50         
PAT___   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (11-22:13-24) 
 
                 10        20        30        40        50         
PAT___   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.1  bits: 19.1 E():   79 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (38-76:316-351) 
 
        10        20        30        40        50        60        
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
        70        80                   
PAT___ IGLPNDPSVRLHE                   
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (7-35:9-37) 
 
                 10        20        30        40        50         
PAT___   WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ QGFKSVVAVIGLPNDPSVRLHE                                       
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
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               70        80        90       100       110       120 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:154-170) 
 
        30        40        50        60        70        80        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE        
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:154-170) 
 
        30        40        50        60        70        80        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE        
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (31-52:124-147) 
 
               10        20        30        40          50         
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       60        70        80                                       
PAT___ QGFKSVVAVIGLPNDPSVRLHE                                       
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (31-52:124-147) 
 
               10        20        30        40          50         
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       60        70        80                                       
PAT___ QGFKSVVAVIGLPNDPSVRLHE                                       
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (31-52:124-147) 
 
               10        20        30        40          50         
PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       60        70        80                                       
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PAT___ QGFKSVVAVIGLPNDPSVRLHE                                       
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (36-62:11-36) 
 
          10        20        30        40        50        60      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
          70        80                                              
PAT___ AVIGLPNDPSVRLHE                                              
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (66-74:32-40) 
 
          40        50        60        70        80                
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (66-74:32-40) 
 
          40        50        60        70        80                
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (35-57:182-206) 
 
           10        20        30        40           50        60  
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
              70        80 
PAT___ KSVVAVIGLPNDPSVRLHE 
                           
gi|162 PKTKVIPYVRYL        
              220          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (36-45:181-190) 
 
          10        20        30        40        50        60      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
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              160       170       180       190       200       210 
 
          70        80                                              
PAT___ AVIGLPNDPSVRLHE                                              
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (68-74:9-15) 
 
        40        50        60        70        80                  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE                  
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (28-71:117-159) 
 
                  10        20        30        40        50        
PAT___    WLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
        60        70        80                                      
PAT___ AQGFKSVVAVIGLPNDPSVRLHE                                      
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   93 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (36-60:30-54) 
 
          10        20        30        40        50        60      
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
          70        80                            
PAT___ AVIGLPNDPSVRLHE                            
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
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Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            70        80                                            
PAT___ VVAVIGLPNDPSVRLHE                                            
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:45 2011 done: Wed Jan 19 14:40:46 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>PAT___: 60  - 139 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:*= 
  32    16     8:==*=== 
  34    32    22:=======*=== 
  36    40    44:==============* 
  38    53    73:==================      * 
  40    68   102:=======================          * 
  42   104   125:===================================      * 
  44   115   137:=======================================      * 
  46   170   140:==============================================*========== 
  48   160   134:============================================*========= 
  50   158   122:========================================*============ 
  52    86   107:=============================      * 
  54    87    92:============================= * 
  56    88    77:=========================*==== 
  58    49    63:=================   * 
  60    48    51:================* 
  62    35    41:============ * 
  64    30    33:==========* 
  66    27    26:========* 
  68    14    20:===== * 
  70    12    16:==== * 
  72    18    12:===*== 
  74    16    10:===*== 
  76    23     8:==*===== 
  78     7     6:=*= 
  80     4     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.90940.00279; mu= 5.3550 0.144 
 mean_var=29.3992 7.618, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.236541 
 Kolmogorov-Smirnov  statistic: 0.0524 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.1   0.025 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.7     0.3 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.7     0.3 
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gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.8     3.4 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.8     3.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.3     4.1 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.2     4.6 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2     5.1 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2     5.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     5.2 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.6 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8     7.1 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   56 23.0     7.7 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   52 21.8     8.3 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   52 21.8     8.7 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   55 22.7       9 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   52 21.8       9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.3      11 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.0      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.8      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 21.1      14 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      17 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   52 21.6      19 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   48 20.4      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      23 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.8      23 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.8      23 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.8      23 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   50 21.0      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.5      28 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.7      29 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   50 20.9      29 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   50 20.9      30 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      31 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      32 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.5      33 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.5      33 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 20.0      33 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   44 19.1      35 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   43 18.9      35 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      35 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.7      35 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   51 21.2      36 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   51 21.2      36 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      38 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   47 20.0      40 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      41 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      41 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
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gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      45 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      45 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      45 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      45 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      46 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      47 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      48 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   47 20.0      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      52 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      53 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      54 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      54 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      54 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      56 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   40 17.9      57 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      59 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      70 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.6      71 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      74 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      74 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      74 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      75 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      76 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      77 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      78 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      79 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      80 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      80 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      84 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      87 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      90 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      90 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      91 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      91 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      92 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      92 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      92 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      92 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      93 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      94 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      94 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.2      97 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.1  bits: 29.1 E(): 0.025 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (33-73:16-57) 
 
             10        20        30        40        50        60   
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
              70        80                                          
PAT___ VVAVI-GLPNDPSVRLHEA                                          
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1913



 

 

 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 111.9  bits: 27.7 E():  0.3 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (10-76:96-168) 
 
                                    10         20        30         
PAT___                      LVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
       40        50               60        70        80            
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEA            
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 111.9  bits: 27.7 E():  0.3 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (10-76:96-168) 
 
                                    10         20        30         
PAT___                      LVAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
       40        50               60        70        80            
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEA            
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.9  bits: 22.8 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (19-75:69-119) 
 
                           10        20        30        40         
PAT___             LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
       50        60        70        80                             
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                             
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.8  bits: 22.8 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (19-75:70-120) 
 
                           10        20        30        40         
PAT___             LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
       50        60        70        80                             
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                             
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
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>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.5  bits: 21.3 E():  4.1 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (13-26:53-66) 
 
                                 10        20        30        40   
PAT___                   LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
             50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                              
gi|323 RTNAAVTVR                              
             90                               
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.5  bits: 22.2 E():  4.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (10-26:74-90) 
 
                                    10        20        30          
PAT___                      LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
      40        50        60        70        80                    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                    
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.2 E():  5.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (10-26:91-107) 
 
                                    10        20        30          
PAT___                      LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                    
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.2 E():  5.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (10-26:91-107) 
 
                                    10        20        30          
PAT___                      LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                    
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.6  bits: 22.5 E():  5.2 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (8-68:69-129) 
 
                                      10        20        30        
PAT___                        LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
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gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
        40          50        60        70        80                
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (40-72:3-35) 
 
      10        20        30        40        50        60          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
      70        80                                                  
PAT___ PNDPSVRLHEA                                                  
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 21.8 E():  7.1 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (27-43:32-48) 
 
                   10        20        30        40        50       
PAT___     LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
         60        70        80                                     
PAT___ AQGFKSVVAVIGLPNDPSVRLHEA                                     
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 86.6  bits: 23.0 E():  7.7 
Smith-Waterman score: 56; 28.8% identity (52.5% similar) in 80 aa overlap (7-80:219-297) 
 
                                       10        20         30      
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
          40        50             60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEA           
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:           
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.0  bits: 21.8 E():  8.3 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (41-78:81-118) 
 
               20        30        40        50        60        70 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
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               60        70        80        90       100       110 
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.6  bits: 21.8 E():  8.7 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (41-78:92-129) 
 
               20        30        40        50        60        70 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 85.4  bits: 22.7 E():    9 
Smith-Waterman score: 55; 30.0% identity (50.0% similar) in 80 aa overlap (7-80:220-298) 
 
                                       10        20         30      
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
          40        50             60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEA           
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :           
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.3  bits: 21.8 E():    9 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (41-78:99-136) 
 
               20        30        40        50        60        70 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (11-49:12-50) 
 
                10        20        30         40        50         
PAT___  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
       60        70        80                                       
PAT___ GFKSVVAVIGLPNDPSVRLHEA                                       

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1917



 

 

                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.0  bits: 17.0 E():   14 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:1-14) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
             ::. .: :.. : :                                         
gi|323       GVLFNIQYVNYWFAP                                        
                     10                                             
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (31-43:63-75) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
               70        80 
PAT___ KSVVAVIGLPNDPSVRLHEA 
                            
gi|387 TIPR                 
                            
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (19-79:70-134) 
 
                           10        20        30        40         
PAT___             LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
          50        60         70        80                         
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEA                         
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.7  bits: 20.5 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (6-62:105-161) 
 
                                        10        20        30      
PAT___                          LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
          40        50         60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
        .:  .:  .   .. ..: .:: : .:                   
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL  
           140       150       160       170          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (41-78:98-135) 
 
               20        30        40        50        60        70 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
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                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
        .: .  :                                                     
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (41-78:98-135) 
 
               20        30        40        50        60        70 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (6-49:67-110) 
 
                                        10        20        30      
PAT___                          LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 52; 39.1% identity (65.2% similar) in 23 aa overlap (4-26:120-140) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  ::  : : .:.  :        
gi|476 LSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLT 
      90       100       110       120         130       140        
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|476 DFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPE 
       150       160       170       180       190       200        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (6-49:127-170) 
 
                                        10        20        30      
PAT___                          LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          40        50        60        70        80                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                
        :.  ... :  ::                                               
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gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (6-49:127-170) 
 
                                        10        20        30      
PAT___                          LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
          40        50        60        70        80                
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 48; 32.5% identity (67.5% similar) in 40 aa overlap (42-80:17-55) 
 
              20        30        40        50        60         70 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
          . .  ::                                                   
gi|226 PADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTT 
          50        60        70        80        90       100      
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (20-69:112-155) 
 
                          10        20        30        40          
PAT___            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
      50        60        70        80                              
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                              
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (18-79:100-168) 
 
                            10        20        30         40       
PAT___              LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
         50              60        70        80         
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEA         
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (18-79:102-170) 
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                            10        20        30         40       
PAT___              LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
         50              60        70        80         
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEA         
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.9  bits: 19.8 E():   23 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (18-79:103-171) 
 
                            10        20        30         40       
PAT___              LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
         50              60        70        80         
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEA         
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 76.9  bits: 21.0 E():   26 
Smith-Waterman score: 50; 30.0% identity (50.0% similar) in 80 aa overlap (7-80:220-298) 
 
                                       10        20         30      
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
          40        50             60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEA           
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :           
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 52; 20.5% identity (53.0% similar) in 83 aa overlap (1-76:351-433) 
 
                                             10        20           
PAT___                               LVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::...       
gi|219 EVGSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVK 
              330       340       350       360       370       380 
 
            30        40        50        60        70        80    
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA    
        : .: :  .:.  .. :  :..:... : .. . :  .     .  .:: ..        
gi|219 HDGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDI 
              390       400       410       420       430       440 
 
gi|219 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.3  bits: 22.7 E():   29 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (51-74:481-504) 
 
               30        40        50        60        70        80 
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PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:289-326) 
 
                                       10        20          30     
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
           40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
        . :. ::...                                    
gi|336 ERGHNSLGINNFVTYATL                             
         320       330                                
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:289-326) 
 
                                       10        20          30     
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
           40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
        . :. ::...                                    
AOID|2 ERGHNSLGINNYVTYATL                             
         320       330                                
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 76.0  bits: 20.9 E():   29 
Smith-Waterman score: 50; 30.0% identity (50.0% similar) in 80 aa overlap (7-80:219-297) 
 
                                       10        20         30      
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
          40        50             60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEA           
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :           
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (60-76:70-87) 
 
      30        40        50        60        70         80         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEA         
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
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>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
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                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|117 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|117 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
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gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
 
                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:119-139) 
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                                          10        20        30    
PAT___                            LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
            40        50        60        70        80              
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (29-72:61-109) 
 
                 10        20        30             40        50    
PAT___   LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
            60         70        80                                 
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEA                                 
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (29-71:61-109) 
 
                 10        20        30        40        50         
PAT___   LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
          60           70        80                                 
PAT___ G---FKSV---VAVIGLPNDPSVRLHEA                                 
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (42-67:50-75) 
 
              20        30        40        50        60        70  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
              80                                                    
PAT___ DPSVRLHEA                                                    
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.2  bits: 16.5 E():   33 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (3-25:9-26) 
 
                     10        20        30        40        50     
PAT___       LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
           60        70        80 
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PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEA 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.2  bits: 16.5 E():   33 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (18-25:19-26) 
 
                10        20        30        40        50          
PAT___  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (42-80:50-88) 
 
              20        30        40        50        60         70 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 44; 26.5% identity (50.6% similar) in 83 aa overlap (2-78:46-126) 
 
                                            10        20            
PAT___                              LVAEVEGVVAGIAYAGPWKARNAYDWTV--E 
                                     :  ::.  . .:  .: . :: .:  .    
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
      30        40        50            60        70        80      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLHEA      
       .    .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :        
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKR 
          80        90       100       110         120       130    
 
gi|344 ADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 
           140       150       160       170  
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 32.0% identity (52.0% similar) in 25 aa overlap (1-25:13-35) 
 
                           10        20        30        40         
PAT___             LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                   ..: : : ..:      :  : :.:                        
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEW--RMAFDRLMMEELETKIDQVEKGLLHLSE 
               10        20        30          40        50         
 
       50        60        70        80                             
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                             
                                                                    
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (31-49:174-192) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
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           150       160       170       180       190       200    
 
               70        80                                    
PAT___ KSVVAVIGLPNDPSVRLHEA                                    
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (31-61:175-199) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
               70        80                                         
PAT___ KSVVAVIGLPNDPSVRLHEA                                         
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (1-76:351-433) 
 
                                             10        20           
PAT___                               LVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
            30        40        50        60        70        80    
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA    
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 51; 19.3% identity (51.8% similar) in 83 aa overlap (1-76:351-433) 
 
                                             10        20           
PAT___                               LVAEVEGVVAGIAYAGPWKARNAY------ 
                                     : . .:  ..:  .. :  ::. .       
gi|238 EVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHATGKLFTLPADARDNHKPSVVK 
              330       340       350       360       370       380 
 
            30        40        50        60        70        80    
PAT___ -DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA    
        : .: :  ...  .. :  :..:... : .. . :  .     .  .:: ..        
gi|238 HDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNRKLFYANEHDPELKGLGPKDI 
              390       400       410       420       430       440 
 
gi|238 EPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGY 
              450       460       470       480       490       500 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (6-30:242-266) 
 
                                        10        20        30      
PAT___                          LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
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          40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (7-27:259-276) 
 
                                       10        20        30       
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
         40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.5 E():   38 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (35-44:31-40) 
 
           10        20        30        40        50        60     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
           70        80                                             
PAT___ AVIGLPNDPSVRLHEA                                             
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 47; 28.9% identity (51.3% similar) in 76 aa overlap (7-80:84-158) 
 
                                       10        20         30      
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
          40        50         60        70        80               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEA               
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :               
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
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             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (37-75:187-222) 
 
         10        20        30        40        50        60       
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
         70        80                  
PAT___ IGLPNDPSVRLHEA                  
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (60-74:11-25) 
 
      30        40        50        60        70        80          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA          
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (60-74:11-25) 
 
      30        40        50        60        70        80          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA          
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (12-45:250-290) 
 
                                  10        20        30            
PAT___                    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            40        50        60        70        80              
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
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>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (12-45:250-290) 
 
                                  10        20        30            
PAT___                    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            40        50        60        70        80              
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA              
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (7-27:277-294) 
 
                                       10        20        30       
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                                    
gi|156 QAGNNLMMIEQYPYVVIM                           
           310       320                            
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (7-27:277-294) 
 
                                       10        20        30       
PAT___                         LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
         40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                                    
gi|275 QAGNNLMMIEQYPYVVIM                           
           310       320                            
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.7 E():   46 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (21-28:234-241) 
 
                         10        20        30        40        50 
PAT___           LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
               60        70        80                               
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                               
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 18.2 E():   47 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (3-35:85-117) 
 
                                           10        20        30   
PAT___                             LVAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
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gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
         :                                              
gi|128 DCSRVN                                           
          120                                           
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (54-72:44-62) 
 
            30        40        50        60        70        80    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA    
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (42-80:35-72) 
 
              20        30        40        50        60        70  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
              80                                                    
PAT___ DPSVRLHEA                                                    
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (41-68:184-210) 
 
               20        30        40        50        60        70 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
               80                                                   
PAT___ NDPSVRLHEA                                                   
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:91-116) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (43-66:92-117) 
 
             20        30        40          50        60        70 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               80                              
PAT___ NDPSVRLHEA                              
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (40-72:18-50) 
 
      10        20        30        40        50        60          
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
      70        80                                                  
PAT___ PNDPSVRLHEA                                                  
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
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>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.4  bits: 20.2 E():   53 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (51-74:104-126) 
 
               30        40        50        60        70        80 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (37-75:250-285) 
 
         10        20        30        40        50        60       
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
         70        80                  
PAT___ IGLPNDPSVRLHEA                  
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (54-72:17-35) 
 
            30        40        50        60        70        80    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA    
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (54-72:17-35) 
 
            30        40        50        60        70        80    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA    
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (10-21:13-24) 
 
                  10        20        30        40        50        
PAT___    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 40; 52.6% identity (57.9% similar) in 19 aa overlap (1-19:80-98) 
 
                                             10        20        30 
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PAT___                               LVAEVEGVVAGIAYAGPWKARNAYDWTVES 
                                     : : : :: :. : : : :            
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                                          
gi|671 STNCATVK                                           
     110                                                  
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (31-49:138-156) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
               70        80                                    
PAT___ KSVVAVIGLPNDPSVRLHEA                                    
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (9-29:12-32) 
 
                  10        20        30        40        50        
PAT___    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
        60        70        80                       
PAT___ QGFKSVVAVIGLPNDPSVRLHEA                       
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (31-49:175-193) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
               70        80                                    
PAT___ KSVVAVIGLPNDPSVRLHEA                                    
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 14.6 E():   71 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (7-15:1-9) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
             : :.:...:                                              
gi|131       GPVGGVVHAHMMPLL                                        
                     10                                             
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.8  bits: 19.6 E():   74 
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Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (42-73:238-268) 
 
              20        30        40        50        60        70  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
              80                                                    
PAT___ DPSVRLHEA                                                    
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (11-26:182-196) 
 
                                   10        20          30         
PAT___                     LVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                                  
gi|217 DLMMIEEYPYVVIL                             
      210       220                               
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (11-26:182-196) 
 
                                   10        20          30         
PAT___                     LVAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                                  
gi|217 DLMMIEEYPYVVIL                             
      210       220                               
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (36-60:222-246) 
 
          10        20        30        40        50        60      
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
          70        80                                              
PAT___ VIGLPNDPSVRLHEA                                              
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.5  bits: 14.6 E():   76 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (10-17:3-10) 
 
               10        20        30        40        50        60 
PAT___ LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                :: : :.:                                            
gi|751        ADAGYAPAAPGTQPKA                                      
                      10                                            
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (35-44:135-144) 
 
           10        20        30        40        50        60     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
           70        80                                             
PAT___ AVIGLPNDPSVRLHEA                                             
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (35-44:138-147) 
 
           10        20        30        40        50        60     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
           70        80                                             
PAT___ AVIGLPNDPSVRLHEA                                             
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:118-134) 
 
         30        40        50        60        70        80       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA       
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (10-21:13-24) 
 
                  10        20        30        40        50        
PAT___    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (10-21:13-24) 
 
                  10        20        30        40        50        
PAT___    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (37-75:316-351) 
 
         10        20        30        40        50        60       
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PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
         70        80                  
PAT___ IGLPNDPSVRLHEA                  
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (6-34:9-37) 
 
                  10        20        30        40        50        
PAT___    LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEA                                      
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:154-170) 
 
         30        40        50        60        70        80       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA       
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:154-170) 
 
         30        40        50        60        70        80       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA       
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (65-73:32-40) 
 
           40        50        60        70        80               
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA               
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.0  bits: 17.8 E():   91 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (35-61:11-36) 
 
           10        20        30        40        50        60     
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PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
           70        80                                             
PAT___ AVIGLPNDPSVRLHEA                                             
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (30-51:124-147) 
 
                10        20        30        40          50        
PAT___  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        60        70        80                                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEA                                      
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (30-51:124-147) 
 
                10        20        30        40          50        
PAT___  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        60        70        80                                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEA                                      
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (30-51:124-147) 
 
                10        20        30        40          50        
PAT___  LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        60        70        80                                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEA                                      
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (65-73:32-40) 
 
           40        50        60        70        80               
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA               
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
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>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (67-73:9-15) 
 
         40        50        60        70        80                 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA                 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (34-56:182-206) 
 
            10        20        30        40           50        60 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
               70        80 
PAT___ KSVVAVIGLPNDPSVRLHEA 
                            
gi|162 PKTKVIPYVRYL         
              220           
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (35-44:181-190) 
 
           10        20        30        40        50        60     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
           70        80                                             
PAT___ AVIGLPNDPSVRLHEA                                             
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (27-70:117-159) 
 
                   10        20        30        40        50       
PAT___     LVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
         60        70        80                                     
PAT___ AQGFKSVVAVIGLPNDPSVRLHEA                                     
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   97 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (35-59:30-54) 
 
           10        20        30        40        50        60     
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
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           70        80                           
PAT___ AVIGLPNDPSVRLHEA                           
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:46 2011 done: Wed Jan 19 14:40:46 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 61  - 140 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30     4     2:* 
  32    22     8:=*==== 
  34    30    22:=====*== 
  36    37    44:==========* 
  38    45    73:============      * 
  40    79   102:====================     * 
  42   104   125:==========================     * 
  44   112   137:============================      * 
  46   146   140:==================================*== 
  48   184   134:=================================*============ 
  50   149   122:==============================*======= 
  52    91   107:=======================   * 
  54    98    92:======================*== 
  56    84    77:===================*= 
  58    43    63:===========    * 
  60    48    51:============* 
  62    35    41:========= * 
  64    33    33:========* 
  66    26    26:======* 
  68    16    20:====* 
  70    13    16:===* 
  72    19    12:==*== 
  74    11    10:==* 
  76    22     8:=*==== 
  78     9     6:=*= 
  80     2     5:=* 
  82     7     3:*= 
  84     0     3:* 
  86     4     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.98000.00289; mu= 4.9696 0.149 
 mean_var=29.1495 7.548, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.237552 
 Kolmogorov-Smirnov  statistic: 0.0517 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.2   0.024 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.8    0.29 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.8    0.29 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.9     3.3 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.9     3.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4     3.9 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.2     4.5 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2       5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     5.1 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.5 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   57 23.3       6 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8       7 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   56 23.0       7 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   52 21.8     8.2 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   52 21.8     8.6 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   52 21.8     8.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.3      11 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.1      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.8      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 21.1      14 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   52 21.6      19 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   51 21.3      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   48 20.4      22 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.8      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      22 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.8      22 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.8      23 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   51 21.3      23 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.7      29 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   50 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   50 20.9      30 
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gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 20.3      32 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 20.1      33 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   44 19.2      34 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.7      35 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      37 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      40 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      44 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      44 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      45 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      45 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      46 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      46 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      51 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      53 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      53 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      53 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      53 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      55 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.5      57 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.5      57 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.5      57 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.3      62 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      62 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.7      67 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      70 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      72 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      74 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      74 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      74 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      76 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      76 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      78 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      78 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      78 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.3      81 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      84 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      85 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      90 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      90 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      90 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      90 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      90 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      91 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      91 
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gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      91 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      91 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      93 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      94 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      94 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.2      97 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 14.9   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.5  bits: 29.2 E(): 0.024 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (32-72:16-57) 
 
              10        20        30        40        50        60  
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
               70        80                                         
PAT___ VVAVI-GLPNDPSVRLHEAL                                         
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.0  bits: 27.8 E(): 0.29 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (9-75:96-168) 
 
                                     10         20        30        
PAT___                       VAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
        40        50               60        70        80           
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEAL           
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 112.0  bits: 27.8 E(): 0.29 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (9-75:96-168) 
 
                                     10         20        30        
PAT___                       VAEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
        40        50               60        70        80           
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEAL           
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.1  bits: 22.9 E():  3.3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (18-74:69-119) 
 
                            10        20        30        40        
PAT___              VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
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        50        60        70        80                            
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                            
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.0  bits: 22.9 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (18-74:70-120) 
 
                            10        20        30        40        
PAT___              VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
        50        60        70        80                            
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                            
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.8  bits: 21.4 E():  3.9 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (12-25:53-66) 
 
                                  10        20        30        40  
PAT___                    VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
              50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                               
gi|323 RTNAAVTVR                               
             90                                
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.7  bits: 22.2 E():  4.5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (9-25:74-90) 
 
                                     10        20        30         
PAT___                       VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
       40        50        60        70        80                   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                   
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (9-25:91-107) 
 
                                     10        20        30         
PAT___                       VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                   
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
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>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (9-25:91-107) 
 
                                     10        20        30         
PAT___                       VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                   
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.8  bits: 22.5 E():  5.1 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (7-67:69-129) 
 
                                       10        20        30       
PAT___                         VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
           40        50        60        70        80               
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL               
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (39-71:3-35) 
 
       10        20        30        40        50        60         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
       70        80                                                 
PAT___ PNDPSVRLHEAL                                                 
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.5  bits: 23.3 E():    6 
Smith-Waterman score: 57; 28.4% identity (53.1% similar) in 81 aa overlap (6-80:219-298) 
 
                                        10        20         30     
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
           40        50             60        70        80          
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEAL          
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:.          
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.8 E():    7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (26-42:32-48) 
 
                    10        20        30        40        50      
PAT___      VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
          60        70        80                                    
PAT___ AQGFKSVVAVIGLPNDPSVRLHEAL                                    
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  56  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (6-80:220-299) 
 
                                        10        20         30     
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
           40        50             60        70        80          
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEAL          
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.          
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.1  bits: 21.8 E():  8.2 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (40-77:81-118) 
 
      10        20        30        40        50        60          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.7  bits: 21.8 E():  8.6 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (40-77:92-129) 
 
      10        20        30        40        50        60          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.5  bits: 21.8 E():  8.9 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (40-77:99-136) 
 
      10        20        30        40        50        60          
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (10-48:12-50) 
 
                 10        20        30         40        50        
PAT___   VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
        60        70        80                                      
PAT___ GFKSVVAVIGLPNDPSVRLHEAL                                      
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.5  bits: 17.1 E():   13 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:1-14) 
 
               10        20        30        40        50        60 
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
            ::. .: :.. : :                                          
gi|323      GVLFNIQYVNYWFAP                                         
                    10                                              
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (30-42:63-75) 
 
                10        20        30        40        50          
PAT___  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
      60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEAL 
                             
gi|387 TIPR                  
                             
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.9  bits: 20.8 E():   14 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (18-78:70-134) 
 
                            10        20        30        40        
PAT___              VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
           50        60         70        80                        
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEAL                        
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1949



 

 

 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (5-61:105-161) 
 
                                         10        20        30     
PAT___                           VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
           40         50        60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
        .:  .:  .   .. ..: .:: : .:                    
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL   
           140       150       160       170           
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (40-77:98-135) 
 
      10        20        30        40        50        60          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
        .: .  :                                                     
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (40-77:98-135) 
 
      10        20        30        40        50        60          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (5-48:67-110) 
 
                                         10        20        30     
PAT___                           VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL               
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 52; 39.1% identity (65.2% similar) in 23 aa overlap (3-25:120-140) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
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                                     .:.:..:  ::  : : .:.  :        
gi|476 LSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLT 
      90       100       110       120         130       140        
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|476 DFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPE 
       150       160       170       180       190       200        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (5-48:127-170) 
 
                                         10        20        30     
PAT___                           VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           40        50        60        70        80               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL               
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (6-80:220-299) 
 
                                        10        20         30     
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
           40        50             60        70        80          
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEAL          
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (5-48:127-170) 
 
                                         10        20        30     
PAT___                           VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
           40        50        60        70        80               
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL               
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 48; 32.5% identity (67.5% similar) in 40 aa overlap (41-79:17-55) 
 
               20        30        40        50        60           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
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      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
          . .  ::                                                   
gi|226 PADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTT 
          50        60        70        80        90       100      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (17-78:100-168) 
 
                             10        20        30         40      
PAT___               VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
          50              60        70        80        
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEAL        
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (19-68:112-155) 
 
                           10        20        30        40         
PAT___             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
       50        60        70        80                             
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                             
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.8 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (17-78:102-170) 
 
                             10        20        30         40      
PAT___               VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
          50              60        70        80        
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEAL        
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (17-78:103-171) 
 
                             10        20        30         40      
PAT___               VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
          50              60        70        80        
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEAL        
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
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 initn:  49 init1:  49 opt:  51  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (6-80:219-298) 
 
                                        10        20         30     
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
           40        50             60        70        80          
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEAL          
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:289-326) 
 
                                        10        20          30    
PAT___                          VAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
            40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
        . :. ::...                                     
AOID|2 ERGHNSLGINNYVTYATL                              
         320       330                                 
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:289-326) 
 
                                        10        20          30    
PAT___                          VAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
            40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
        . :. ::...                                     
gi|336 ERGHNSLGINNFVTYATL                              
         320       330                                 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.1  bits: 22.7 E():   29 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (50-73:481-504) 
 
      20        30        40        50        60        70          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
      80                                                            
PAT___ L                                                            
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (59-75:70-87) 
 
       30        40        50        60         70        80        
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PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEAL        
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (28-71:61-109) 
 
                  10        20        30             40        50   
PAT___    VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
             60         70        80                                
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEAL                                
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
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>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
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                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|117 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|117 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
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gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:119-139) 
 
                                           10        20        30   
PAT___                             VAEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
             40        50        60        70        80             
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (28-70:61-109) 
 
                  10        20        30        40        50        
PAT___    VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
           60           70        80                                
PAT___ G---FKSV---VAVIGLPNDPSVRLHEAL                                
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (2-24:9-26) 
 
                      10        20        30        40        50    
PAT___        VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
            60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEAL 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (17-24:19-26) 
 
                 10        20        30        40        50         
PAT___   VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
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gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (41-66:50-75) 
 
               20        30        40        50        60        70 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
               80                                                   
PAT___ DPSVRLHEAL                                                   
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 75.5  bits: 20.3 E():   32 
Smith-Waterman score: 48; 28.6% identity (51.9% similar) in 77 aa overlap (6-80:84-159) 
 
                                        10        20         30     
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
           40        50         60        70        80              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEAL              
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :.              
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (41-79:50-88) 
 
               20        30        40        50        60           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 44; 26.5% identity (50.6% similar) in 83 aa overlap (1-77:46-126) 
 
                                             10        20           
PAT___                               VAEVEGVVAGIAYAGPWKARNAYDWTV--E 
                                     :  ::.  . .:  .: . :: .:  .    
gi|344 DLNFLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHM 
          20        30        40        50        60        70      
 
       30        40        50            60        70        80     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLHEAL     
       .    .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :        
gi|344 TEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKR 
          80        90       100       110         120       130    
 
gi|344 ADLNLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1958



 

 

           140       150       160       170  
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (30-48:174-192) 
 
                10        20        30        40        50          
PAT___  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
      60        70        80                                   
PAT___ KSVVAVIGLPNDPSVRLHEAL                                   
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (30-60:175-199) 
 
                10        20        30        40        50          
PAT___  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
      60        70        80                                        
PAT___ KSVVAVIGLPNDPSVRLHEAL                                        
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (5-29:242-266) 
 
                                         10        20        30     
PAT___                           VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
           40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (6-26:259-276) 
 
                                        10        20        30      
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
          40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.6 E():   37 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:31-40) 
 
            10        20        30        40        50        60    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
            70        80                                            
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PAT___ AVIGLPNDPSVRLHEAL                                            
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (36-74:187-222) 
 
          10        20        30        40        50        60      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
          70        80                 
PAT___ IGLPNDPSVRLHEAL                 
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (59-73:11-25) 
 
       30        40        50        60        70        80         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL         
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (59-73:11-25) 
 
       30        40        50        60        70        80         
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PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL         
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (11-44:250-290) 
 
                                   10        20        30           
PAT___                     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             40        50        60        70        80             
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (11-44:250-290) 
 
                                   10        20        30           
PAT___                     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             40        50        60        70        80             
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL             
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (6-26:277-294) 
 
                                        10        20        30      
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                                     
gi|275 QAGNNLMMIEQYPYVVIM                            
           310       320                             
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.7 E():   45 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (6-26:277-294) 
 
                                        10        20        30      
PAT___                          VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
          40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                                     
gi|156 QAGNNLMMIEQYPYVVIM                            
           310       320                             
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>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (2-34:85-117) 
 
                                            10        20        30  
PAT___                              VAEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
         :                                               
gi|128 DCSRVN                                            
          120                                            
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.7 E():   46 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (20-27:234-241) 
 
                          10        20        30        40          
PAT___            VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
      50        60        70        80                              
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                              
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (53-71:44-62) 
 
             30        40        50        60        70        80   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL   
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (41-79:35-72) 
 
               20        30        40        50        60        70 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
               80                                                   
PAT___ DPSVRLHEAL                                                   
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:91-116) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
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      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
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>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (42-65:92-117) 
 
              20        30        40          50        60          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      70        80                             
PAT___ NDPSVRLHEAL                             
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (39-71:18-50) 
 
       10        20        30        40        50        60         
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
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gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
       70        80                                                 
PAT___ PNDPSVRLHEAL                                                 
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (53-71:17-35) 
 
             30        40        50        60        70        80   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL   
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (53-71:17-35) 
 
             30        40        50        60        70        80   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL   
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.3  bits: 20.2 E():   53 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (50-73:104-126) 
 
      20        30        40        50        60        70          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
      80                                                            
PAT___ L                                                            
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (36-74:250-285) 
 
          10        20        30        40        50        60      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
          70        80                 
PAT___ IGLPNDPSVRLHEAL                 
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (9-20:13-24) 
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                   10        20        30        40        50       
PAT___     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.8  bits: 20.5 E():   57 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (23-75:381-433) 
 
                       10        20        30        40        50   
PAT___         VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
             60        70        80                                 
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEAL                                 
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 70.8  bits: 20.5 E():   57 
Smith-Waterman score: 49; 20.5% identity (52.6% similar) in 78 aa overlap (5-75:356-433) 
 
                                         10        20               
PAT___                           VAEVEGVVAGIAYAGPWKARNAY-------DWTV 
                                     :  ..:  .. :  ::...       : .: 
gi|219 KPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSV 
         330       340       350       360       370       380      
 
        30        40        50        60        70        80        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL        
        :  .:.  .. :  :..:... : .. . :  .     .  .:: ..             
gi|219 SSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWV 
         390       400       410       420       430       440      
 
gi|219 DGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGYVVVAP 
         450       460       470       480       490       500      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.8  bits: 20.5 E():   57 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (23-75:381-433) 
 
                       10        20        30        40        50   
PAT___         VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
             60        70        80                                 
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEAL                                 
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (30-48:138-156) 
 
                10        20        30        40        50          
PAT___  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
      60        70        80                                   
PAT___ KSVVAVIGLPNDPSVRLHEAL                                   
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
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       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (47-76:3-32) 
 
         20        30        40        50        60        70       
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
         80                                                         
PAT___ HEAL                                                         
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (8-28:12-32) 
 
                   10        20        30        40        50       
PAT___     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
         60        70        80                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEAL                      
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.5  bits: 14.7 E():   67 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (6-14:1-9) 
 
               10        20        30        40        50        60 
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
            : :.:...:                                               
gi|131      GPVGGVVHAHMMPLL                                         
                    10                                              
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (30-48:175-193) 
 
                10        20        30        40        50          
PAT___  VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
      60        70        80                                   
PAT___ KSVVAVIGLPNDPSVRLHEAL                                   
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.9  bits: 14.7 E():   72 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (9-16:3-10) 
 
               10        20        30        40        50        60 
PAT___ VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
               :: : :.:                                             
gi|751       ADAGYAPAAPGTQPKA                                       
                     10                                             
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1967



 

 

 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   74 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (10-25:182-196) 
 
                                    10        20          30        
PAT___                      VAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
        40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                                   
gi|217 DLMMIEEYPYVVIL                              
      210       220                                
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   74 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (10-25:182-196) 
 
                                    10        20          30        
PAT___                      VAEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
        40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                                   
gi|217 DLMMIEEYPYVVIL                              
      210       220                                
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (41-72:238-268) 
 
               20        30        40        50        60        70 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
               80                                                   
PAT___ DPSVRLHEAL                                                   
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (35-59:222-246) 
 
           10        20        30        40        50        60     
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
           70        80                                             
PAT___ VIGLPNDPSVRLHEAL                                             
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:135-144) 
 
            10        20        30        40        50        60    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
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          110       120       130       140       150       160     
 
            70        80                                            
PAT___ AVIGLPNDPSVRLHEAL                                            
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:138-147) 
 
            10        20        30        40        50        60    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
            70        80                                            
PAT___ AVIGLPNDPSVRLHEAL                                            
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:118-134) 
 
          30        40        50        60        70        80      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL      
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (9-20:13-24) 
 
                   10        20        30        40        50       
PAT___     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (9-20:13-24) 
 
                   10        20        30        40        50       
PAT___     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (40-67:184-210) 
 
      10        20        30        40        50        60          
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
      70        80                                                  
PAT___ NDPSVRLHEAL                                                  
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
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            220       230       240       250       260       270   
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (36-74:316-351) 
 
          10        20        30        40        50        60      
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
          70        80                 
PAT___ IGLPNDPSVRLHEAL                 
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (5-33:9-37) 
 
                   10        20        30        40        50       
PAT___     VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEAL                                     
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (64-72:32-40) 
 
            40        50        60        70        80              
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL              
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.7 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:154-170) 
 
          30        40        50        60        70        80      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL      
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.7 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:154-170) 
 
          30        40        50        60        70        80      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL      
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1970



 

 

           190       200       210       220       230       240    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (34-60:11-36) 
 
            10        20        30        40        50        60    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
            70        80                                            
PAT___ AVIGLPNDPSVRLHEAL                                            
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (64-72:32-40) 
 
            40        50        60        70        80              
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL              
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (29-50:124-147) 
 
                 10        20        30          40        50       
PAT___   VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         60        70        80                                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEAL                                     
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (29-50:124-147) 
 
                 10        20        30          40        50       
PAT___   VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         60        70        80                                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEAL                                     
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (29-50:124-147) 
 
                 10        20        30          40        50       
PAT___   VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
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           100       110       120       130       140       150    
 
         60        70        80                                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEAL                                     
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (66-72:9-15) 
 
          40        50        60        70        80                
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL                
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (33-55:182-206) 
 
             10        20        30        40           50          
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
      60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEAL 
                             
gi|162 PKTKVIPYVRYL          
              220            
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:181-190) 
 
            10        20        30        40        50        60    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
            70        80                                            
PAT___ AVIGLPNDPSVRLHEAL                                            
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 16.9 E():   94 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (34-58:30-54) 
 
            10        20        30        40        50        60    
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
            70        80                          
PAT___ AVIGLPNDPSVRLHEAL                          
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.5  bits: 19.2 E():   97 
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Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (26-69:117-159) 
 
                    10        20        30        40        50      
PAT___      VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
          60        70        80                                    
PAT___ AQGFKSVVAVIGLPNDPSVRLHEAL                                    
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.9 E(): 1e 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (2-24:9-26) 
 
                      10        20        30        40        50    
PAT___        VAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::. ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKVDTSYE                              
               10             20                                    
 
            60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEAL 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:46 2011 done: Wed Jan 19 14:40:46 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 62  - 141 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32    14     8:=*== 
  34    37    22:=====*==== 
  36    37    44:==========* 
  38    45    73:============      * 
  40    76   102:===================      * 
  42   102   125:==========================     * 
  44   116   137:=============================     * 
  46   136   140:==================================* 
  48   197   134:=================================*================ 
  50   133   122:==============================*=== 
  52   103   107:==========================* 
  54    92    92:======================* 
  56    86    77:===================*== 
  58    47    63:============   * 
  60    46    51:============* 
  62    37    41:==========* 
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  64    33    33:========* 
  66    28    26:======* 
  68    16    20:====* 
  70    14    16:===* 
  72    19    12:==*== 
  74    10    10:==* 
  76    22     8:=*==== 
  78     9     6:=*= 
  80     2     5:=* 
  82     7     3:*= 
  84     0     3:* 
  86     4     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.96790.00294; mu= 4.9614 0.151 
 mean_var=29.4275 7.690, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.236427 
 Kolmogorov-Smirnov  statistic: 0.0551 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.1   0.025 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.7     0.3 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.7     0.3 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.9     3.4 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.9     3.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4       4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.2     4.6 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2       5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     5.1 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.5 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   57 23.3     6.1 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8       7 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   56 23.0       7 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   52 21.8     8.2 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   52 21.8     8.6 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   52 21.8     8.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.3      11 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.1      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.8      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 21.1      14 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   52 21.6      19 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   51 21.3      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   48 20.4      22 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.8      22 
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gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      22 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.8      22 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.8      23 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   51 21.3      23 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.7      29 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   50 20.9      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      31 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 20.4      32 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 20.1      33 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.8      35 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.7      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      37 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      40 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      44 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      44 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      44 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      44 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   41 18.2      45 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      46 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      51 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      52 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      52 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      53 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      53 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      55 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.5      57 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.5      57 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.5      57 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.3      62 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      62 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.7      67 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      68 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      69 
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gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      72 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      73 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      73 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      73 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      76 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      78 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      78 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      78 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.3      80 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      84 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      85 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      89 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      89 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      89 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      90 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      90 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      91 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      92 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      94 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.2      96 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   43 18.7      97 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5   1e 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5   1e 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5   1e 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5   1e 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5   1e 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5   1e 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5   1e 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5   1e 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5   1e 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 14.9   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.3  bits: 29.1 E(): 0.025 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (31-71:16-57) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     : .   .: :::.    : . ..:::: .. 
gi|217                MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQG 
                              10        20        30        40      
 
                70        80                                        
PAT___ VVAVI-GLPNDPSVRLHEALG                                        
        .:..  : : :                                                 
gi|217 SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN 
          50        60        70        80        90       100      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 111.9  bits: 27.7 E():  0.3 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (8-74:96-168) 
 
                                      10         20        30       
PAT___                        AEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
         40               50        60        70        80          
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALG          
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
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           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 111.9  bits: 27.7 E():  0.3 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (8-74:96-168) 
 
                                      10         20        30       
PAT___                        AEVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
         40               50        60        70        80          
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALG          
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.0  bits: 22.9 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (17-73:69-119) 
 
                             10        20        30        40       
PAT___               AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
         50        60        70        80                           
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                           
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.0  bits: 22.9 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (17-73:70-120) 
 
                             10        20        30        40       
PAT___               AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
         50        60        70        80                           
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                           
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.7  bits: 21.4 E():    4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (11-24:53-66) 
 
                                   10        20        30        40 
PAT___                     AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
               50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                                
gi|323 RTNAAVTVR                                
             90                                 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.6  bits: 22.2 E():  4.6 
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Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (8-24:74-90) 
 
                                      10        20        30        
PAT___                        AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
        40        50        60        70        80                  
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                  
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (8-24:91-107) 
 
                                      10        20        30        
PAT___                        AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                  
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (8-24:91-107) 
 
                                      10        20        30        
PAT___                        AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                  
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.7  bits: 22.5 E():  5.1 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (6-66:69-129) 
 
                                        10        20        30      
PAT___                          AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
            40        50        60        70        80              
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG              
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (38-70:3-35) 
 
        10        20        30        40        50        60        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
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                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
        70        80                                                
PAT___ PNDPSVRLHEALG                                                
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 57; 28.4% identity (53.1% similar) in 81 aa overlap (5-79:219-298) 
 
                                         10        20         30    
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
            40        50             60        70        80         
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALG         
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:.          
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.8 E():    7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (25-41:32-48) 
 
                     10        20        30        40        50     
PAT___       AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
           60        70        80                                   
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALG                                   
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  56  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (5-79:220-299) 
 
                                         10        20         30    
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
            40        50             60        70        80         
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALG         
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.          
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.1  bits: 21.8 E():  8.2 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (39-76:81-118) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
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gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.7  bits: 21.8 E():  8.6 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (39-76:92-129) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (39-76:99-136) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (9-47:12-50) 
 
                  10        20        30         40        50       
PAT___    AEVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
         60        70        80                                     
PAT___ GFKSVVAVIGLPNDPSVRLHEALG                                     
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.4  bits: 17.1 E():   13 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:1-14) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
           ::. .: :.. : :                                           
gi|323     GVLFNIQYVNYWFAP                                          
                   10                                               
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (29-41:63-75) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1980



 

 

                 10        20        30        40        50         
PAT___   AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
       60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALG 
                              
gi|387 TIPR                   
                              
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.9  bits: 20.8 E():   14 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (17-77:70-134) 
 
                             10        20        30        40       
PAT___               AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
            50        60         70        80                       
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALG                       
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (4-60:105-161) 
 
                                          10        20        30    
PAT___                            AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
            40         50        60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
        .:  .:  .   .. ..: .:: : .:                     
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL    
           140       150       160       170            
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (39-76:98-135) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
        .: .  :                                                     
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (39-76:98-135) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
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        70        80        90       100       110       120        
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (4-47:67-110) 
 
                                          10        20        30    
PAT___                            AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
            40        50        60        70        80              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG              
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 52; 39.1% identity (65.2% similar) in 23 aa overlap (2-24:120-140) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  ::  : : .:.  :        
gi|476 LSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLT 
      90       100       110       120         130       140        
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|476 DFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPE 
       150       160       170       180       190       200        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (4-47:127-170) 
 
                                          10        20        30    
PAT___                            AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            40        50        60        70        80              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG              
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (5-79:220-299) 
 
                                         10        20         30    
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
            40        50             60        70        80         
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALG         
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
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gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (4-47:127-170) 
 
                                          10        20        30    
PAT___                            AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
            40        50        60        70        80              
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG              
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 48; 32.5% identity (67.5% similar) in 40 aa overlap (40-78:17-55) 
 
      10        20        30        40        50        60          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
          . .  ::                                                   
gi|226 PADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTT 
          50        60        70        80        90       100      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.2  bits: 19.8 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (16-77:100-168) 
 
                              10        20        30         40     
PAT___                AEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
           50              60        70        80       
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALG       
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (18-67:112-155) 
 
                            10        20        30        40        
PAT___              AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
        50        60        70        80                            
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                            
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.8 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (16-77:102-170) 
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                              10        20        30         40     
PAT___                AEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
           50              60        70        80       
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALG       
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (16-77:103-171) 
 
                              10        20        30         40     
PAT___                AEVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
           50              60        70        80       
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALG       
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (5-79:219-298) 
 
                                         10        20         30    
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
            40        50             60        70        80         
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALG         
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.2  bits: 22.7 E():   29 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (49-72:481-504) 
 
       20        30        40        50        60        70         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
       80                                                           
PAT___ LG                                                           
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:289-326) 
 
                                         10        20          30   
PAT___                           AEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
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AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
             40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
        . :. ::...                                      
AOID|2 ERGHNSLGINNYVTYATL                               
         320       330                                  
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:289-326) 
 
                                         10        20          30   
PAT___                           AEVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
             40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
        . :. ::...                                      
gi|336 ERGHNSLGINNFVTYATL                               
         320       330                                  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (58-74:70-87) 
 
        30        40        50        60         70        80       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEALG       
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
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       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|117 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|117 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:119-139) 
 
                                            10        20        30  
PAT___                              AEVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
              40        50        60        70        80            
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (27-70:61-109) 
 
                   10        20        30             40        50  
PAT___     AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
              60         70        80                               
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALG                               
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (27-69:61-109) 
 
                   10        20        30        40        50       
PAT___     AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
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                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
            60           70        80                               
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALG                               
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (40-65:50-75) 
 
      10        20        30        40        50        60          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
      70        80                                                  
PAT___ DPSVRLHEALG                                                  
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   31 
Smith-Waterman score: 36; 39.1% identity (60.9% similar) in 23 aa overlap (1-23:9-26) 
 
                       10        20        30        40        50   
PAT___         AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::: ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKADTSYE                              
               10             20                                    
 
             60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALG 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   31 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (16-23:19-26) 
 
                  10        20        30        40        50        
PAT___    AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 75.5  bits: 20.4 E():   32 
Smith-Waterman score: 48; 28.6% identity (51.9% similar) in 77 aa overlap (5-79:84-159) 
 
                                         10        20         30    
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
            40        50         60        70        80             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALG             
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :.              
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (40-78:50-88) 
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      10        20        30        40        50        60          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (29-47:174-192) 
 
                 10        20        30        40        50         
PAT___   AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
       60        70        80                                  
PAT___ KSVVAVIGLPNDPSVRLHEALG                                  
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.8 E():   35 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (29-59:175-199) 
 
                 10        20        30        40        50         
PAT___   AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
       60        70        80                                       
PAT___ KSVVAVIGLPNDPSVRLHEALG                                       
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (4-28:242-266) 
 
                                          10        20        30    
PAT___                            AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
            40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (5-25:259-276) 
 
                                         10        20        30     
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
           40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
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>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.6 E():   37 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:31-40) 
 
             10        20        30        40        50        60   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
             70        80                                           
PAT___ AVIGLPNDPSVRLHEALG                                           
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (35-73:187-222) 
 
           10        20        30        40        50        60     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
           70        80                
PAT___ IGLPNDPSVRLHEALG                
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (58-72:11-25) 
 
        30        40        50        60        70        80        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG        
                                     : .:..:.:: ..:.                
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gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (58-72:11-25) 
 
        30        40        50        60        70        80        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG        
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (10-43:250-290) 
 
                                    10        20        30          
PAT___                      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              40        50        60        70        80            
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (10-43:250-290) 
 
                                    10        20        30          
PAT___                      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
              40        50        60        70        80            
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG            
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (5-25:277-294) 
 
                                         10        20        30     
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                                      
gi|275 QAGNNLMMIEQYPYVVIM                             
           310       320                              
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (5-25:277-294) 
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                                         10        20        30     
PAT___                           AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
           40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                                      
gi|156 QAGNNLMMIEQYPYVVIM                             
           310       320                              
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 18.2 E():   45 
Smith-Waterman score: 41; 30.3% identity (54.5% similar) in 33 aa overlap (1-33:85-117) 
 
                                             10        20        30 
PAT___                               AEVEGVVAGIAYAGPWKARNAYDWTVESTV 
                                     : : :. :: : . : :   .  .:. ... 
gi|128 GCCSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTST 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
         :                                                
gi|128 DCSRVN                                             
          120                                             
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.7 E():   46 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (19-26:234-241) 
 
                           10        20        30        40         
PAT___             AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
       50        60        70        80                             
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG                             
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (52-70:44-62) 
 
              30        40        50        60        70        80  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG  
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (40-78:35-72) 
 
      10        20        30        40        50        60          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
      70        80                                                  
PAT___ DPSVRLHEALG                                                  
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1993



 

 

            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:91-116) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
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PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (41-64:92-117) 
 
               20        30        40          50        60         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       70        80                            
PAT___ NDPSVRLHEALG                            
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gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (38-70:18-50) 
 
        10        20        30        40        50        60        
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
        70        80                                                
PAT___ PNDPSVRLHEALG                                                
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (52-70:17-35) 
 
              30        40        50        60        70        80  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG  
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (52-70:17-35) 
 
              30        40        50        60        70        80  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG  
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.4  bits: 20.2 E():   53 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (49-72:104-126) 
 
       20        30        40        50        60        70         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
       80                                                           
PAT___ LG                                                           
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (35-73:250-285) 
 
           10        20        30        40        50        60     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
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           70        80                
PAT___ IGLPNDPSVRLHEALG                
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (8-19:13-24) 
 
                    10        20        30        40        50      
PAT___      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.9  bits: 20.5 E():   57 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (22-74:381-433) 
 
                        10        20        30        40        50  
PAT___          AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
              60        70        80                                
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALG                                
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.9  bits: 20.5 E():   57 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (22-74:381-433) 
 
                        10        20        30        40        50  
PAT___          AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
              60        70        80                                
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALG                                
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 70.9  bits: 20.5 E():   57 
Smith-Waterman score: 49; 20.5% identity (52.6% similar) in 78 aa overlap (4-74:356-433) 
 
                                          10        20              
PAT___                            AEVEGVVAGIAYAGPWKARNAY-------DWTV 
                                     :  ..:  .. :  ::...       : .: 
gi|219 KPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSV 
         330       340       350       360       370       380      
 
         30        40        50        60        70        80       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG       
        :  .:.  .. :  :..:... : .. . :  .     .  .:: ..             
gi|219 SSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWV 
         390       400       410       420       430       440      
 
gi|219 DGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGYVVVAP 
         450       460       470       480       490       500      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (29-47:138-156) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1997



 

 

 
                 10        20        30        40        50         
PAT___   AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
       60        70        80                                  
PAT___ KSVVAVIGLPNDPSVRLHEALG                                  
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.3 E():   62 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (46-75:3-32) 
 
          20        30        40        50        60        70      
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
          80                                                        
PAT___ HEALG                                                        
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (7-27:12-32) 
 
                    10        20        30        40        50      
PAT___      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
          60        70        80                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALG                     
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.5  bits: 14.7 E():   67 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (5-13:1-9) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
           : :.:...:                                                
gi|131     GPVGGVVHAHMMPLL                                          
                   10                                               
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.3  bits: 18.2 E():   68 
Smith-Waterman score: 41; 26.2% identity (51.2% similar) in 80 aa overlap (3-76:49-126) 
 
                                           10        20          30 
PAT___                             AEVEGVVAGIAYAGPWKARNAYDWTV--ESTV 
                                     ::.  . .:  .: . :: .:  .   .   
gi|344 FLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHMTEE 
       20        30        40        50        60        70         
 
               40        50            60        70        80       
PAT___ YVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLHEALG       
         .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :           
gi|344 QFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKRADL 
       80        90       100       110         120       130       
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 1998



 

 

gi|344 NLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 
        140       150       160       170  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (29-47:175-193) 
 
                 10        20        30        40        50         
PAT___   AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
       60        70        80                                  
PAT___ KSVVAVIGLPNDPSVRLHEALG                                  
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.9  bits: 14.7 E():   72 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (8-15:3-10) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
              :: : :.:                                              
gi|751      ADAGYAPAAPGTQPKA                                        
                    10                                              
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (40-71:238-268) 
 
      10        20        30        40        50        60          
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
      70        80                                                  
PAT___ DPSVRLHEALG                                                  
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (9-24:182-196) 
 
                                     10        20          30       
PAT___                       AEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
         40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                                    
gi|217 DLMMIEEYPYVVIL                               
      210       220                                 
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (9-24:182-196) 
 
                                     10        20          30       
PAT___                       AEVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
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         40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                                    
gi|217 DLMMIEEYPYVVIL                               
      210       220                                 
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (34-58:222-246) 
 
            10        20        30        40        50        60    
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
            70        80                                            
PAT___ VIGLPNDPSVRLHEALG                                            
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:135-144) 
 
             10        20        30        40        50        60   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
             70        80                                           
PAT___ AVIGLPNDPSVRLHEALG                                           
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:138-147) 
 
             10        20        30        40        50        60   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
             70        80                                           
PAT___ AVIGLPNDPSVRLHEALG                                           
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:118-134) 
 
           30        40        50        60        70        80     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG     
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (8-19:13-24) 
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                    10        20        30        40        50      
PAT___      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (8-19:13-24) 
 
                    10        20        30        40        50      
PAT___      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (39-66:184-210) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (35-73:316-351) 
 
           10        20        30        40        50        60     
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
           70        80                
PAT___ IGLPNDPSVRLHEALG                
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (4-32:9-37) 
 
                    10        20        30        40        50      
PAT___      AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALG                                    
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:154-170) 
 
           30        40        50        60        70        80     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG     
                                     :. .: :.  .:  .::              
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gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:154-170) 
 
           30        40        50        60        70        80     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG     
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (63-71:32-40) 
 
             40        50        60        70        80             
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG             
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 17.8 E():   90 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (33-59:11-36) 
 
             10        20        30        40        50        60   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
             70        80                                           
PAT___ AVIGLPNDPSVRLHEALG                                           
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (63-71:32-40) 
 
             40        50        60        70        80             
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG             
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (28-49:124-147) 
 
                  10        20        30          40        50      
PAT___    AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
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          60        70        80                                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALG                                    
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (28-49:124-147) 
 
                  10        20        30          40        50      
PAT___    AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          60        70        80                                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALG                                    
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (28-49:124-147) 
 
                  10        20        30          40        50      
PAT___    AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          60        70        80                                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALG                                    
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (65-71:9-15) 
 
           40        50        60        70        80               
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG               
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (32-54:182-206) 
 
              10        20        30        40           50         
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
       60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALG 
                              
gi|162 PKTKVIPYVRYL           
              220             
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:181-190) 
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             10        20        30        40        50        60   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
             70        80                                           
PAT___ AVIGLPNDPSVRLHEALG                                           
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 16.9 E():   94 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (33-57:30-54) 
 
             10        20        30        40        50        60   
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
             70        80                         
PAT___ AVIGLPNDPSVRLHEALG                         
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (25-68:117-159) 
 
                     10        20        30        40        50     
PAT___       AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
           60        70        80                                   
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALG                                   
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.7 E():   97 
Smith-Waterman score: 43; 23.8% identity (52.4% similar) in 42 aa overlap (39-80:226-267) 
 
       10        20        30        40        50        60         
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
       70        80                                                 
PAT___ NDPSVRLHEALG                                                 
        . :  .  : :                                                 
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
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PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2005



 

 

Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
PAT___ AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               70        80                                         
PAT___ VVAVIGLPNDPSVRLHEALG                                         
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.9 E(): 1e 
Smith-Waterman score: 31; 34.8% identity (60.9% similar) in 23 aa overlap (1-23:9-26) 
 
                       10        20        30        40        50   
PAT___         AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
               ::.: :.      : ::. ..:.                              
gi|320 YTTEGGTKAEAEDVIP----EG-WKVDTSYE                              
               10             20                                    
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             60        70        80 
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:46 2011 done: Wed Jan 19 14:40:46 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 63  - 142 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32     9     8:=*= 
  34    38    22:=====*==== 
  36    37    44:==========* 
  38    49    73:=============     * 
  40    72   102:==================       * 
  42   108   125:===========================    * 
  44   118   137:==============================    * 
  46   132   140:================================= * 
  48   202   134:=================================*================= 
  50   125   122:==============================*= 
  52   101   107:==========================* 
  54    96    92:======================*= 
  56    92    77:===================*=== 
  58    48    63:============   * 
  60    41    51:=========== * 
  62    37    41:==========* 
  64    25    33:======= * 
  66    31    26:======*= 
  68    19    20:====* 
  70    14    16:===* 
  72    19    12:==*== 
  74    10    10:==* 
  76    23     8:=*==== 
  78     9     6:=*= 
  80     2     5:=* 
  82     7     3:*= 
  84     0     3:* 
  86     4     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
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 110     0     0:          * 
 112     2     0:=         *== 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.97460.00298; mu= 4.8716 0.153 
 mean_var=29.5758 7.784, 0's: 2 Z-trim: 5  B-trim: 58 in 1/43 
 Lambda= 0.235834 
 Kolmogorov-Smirnov  statistic: 0.0551 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.1   0.025 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.7     0.3 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.7     0.3 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.9     3.4 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.9     3.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.4       4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.2     4.6 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.2       5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.2       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.5     5.1 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.5 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   57 23.3     6.1 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.8       7 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   56 23.0       7 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   52 21.8     8.2 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   52 21.8     8.6 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   52 21.8     8.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.3      11 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.1      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.8      14 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 21.1      14 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 21.1      14 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.8      16 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   52 21.6      18 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.7      21 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   51 21.3      21 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.7      21 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   48 20.4      22 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.9      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.0      22 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.9      22 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.9      23 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   51 21.3      23 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.7      29 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.4      29 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.4      29 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.2      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   50 20.9      30 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   50 20.9      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   50 20.9      30 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2008



 

 

gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 20.4      31 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 20.1      32 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.3      33 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.8      34 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.8      36 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.7      37 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      40 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.0      44 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.0      44 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.7      44 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.7      44 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.7      46 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      52 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      52 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      53 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      53 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      54 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.5      56 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.5      56 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.5      56 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      58 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.3      61 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      62 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.7      66 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   45 19.3      67 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.2      68 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      69 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      71 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   39 17.6      72 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      73 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.4      73 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.4      73 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      75 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      76 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      77 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      78 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      78 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.3      80 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      83 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      84 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      84 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      88 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      88 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      88 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      89 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      89 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
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gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      90 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      90 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      92 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      92 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      93 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.2      95 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   43 18.7      96 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 14.9      99 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      99 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      99 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      99 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      99 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      99 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      99 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      99 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      99 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.2  bits: 29.1 E(): 0.025 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (30-70:16-57) 
 
               10        20        30        40        50        60 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                    : .   .: :::.    : . ..:::: ..  
gi|217               MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGS 
                             10        20        30        40       
 
                70        80                                        
PAT___ VAVI-GLPNDPSVRLHEALGY                                        
       .:..  : : :                                                  
gi|217 AAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 111.8  bits: 27.7 E():  0.3 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (7-73:96-168) 
 
                                       10         20        30      
PAT___                         EVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
          40               50        60        70        80         
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY         
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 111.8  bits: 27.7 E():  0.3 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (7-73:96-168) 
 
                                       10         20        30      
PAT___                         EVEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
          40               50        60        70        80         
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY         
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
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           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.0  bits: 22.9 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (16-72:69-119) 
 
                              10        20        30        40      
PAT___                EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
          50        60        70        80                          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                          
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.0  bits: 22.9 E():  3.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (16-72:70-120) 
 
                              10        20        30        40      
PAT___                EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
          50        60        70        80                          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                          
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.7  bits: 21.4 E():    4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (10-23:53-66) 
 
                                    10        20        30          
PAT___                      EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
      40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                                 
gi|323 RTNAAVTVR                                 
             90                                  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.6  bits: 22.2 E():  4.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (7-23:74-90) 
 
                                       10        20        30       
PAT___                         EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
         40        50        60        70        80                 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                 
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (7-23:91-107) 
 
                                       10        20        30       
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PAT___                         EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                 
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.9  bits: 22.2 E():    5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (7-23:91-107) 
 
                                       10        20        30       
PAT___                         EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                 
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.7  bits: 22.5 E():  5.1 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (5-65:69-129) 
 
                                         10        20        30     
PAT___                           EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY             
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (37-69:3-35) 
 
         10        20        30        40        50        60       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
         70        80                                               
PAT___ PNDPSVRLHEALGY                                               
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 57; 28.4% identity (53.1% similar) in 81 aa overlap (4-78:219-298) 
 
                                          10        20         30   
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
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             40        50             60        70        80        
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGY        
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:.          
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.8 E():    7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (24-40:32-48) 
 
                      10        20        30        40        50    
PAT___        EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
            60        70        80                                  
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGY                                  
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  56  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (4-78:220-299) 
 
                                          10        20         30   
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
             40        50             60        70        80        
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGY        
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.          
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.1  bits: 21.8 E():  8.2 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (38-75:81-118) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.7  bits: 21.8 E():  8.6 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (38-75:92-129) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
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        70        80                                                
PAT___ NDPSVRLHEALGY                                                
        .: .  :                                                     
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 52; 28.9% identity (50.0% similar) in 38 aa overlap (38-75:99-136) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (8-46:12-50) 
 
                   10        20        30         40        50      
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
          60        70        80                                    
PAT___ GFKSVVAVIGLPNDPSVRLHEALGY                                    
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.5  bits: 17.1 E():   13 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:1-14) 
 
               10        20        30        40        50        60 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
          ::. .: :.. : :                                            
gi|323    GVLFNIQYVNYWFAP                                           
                  10                                                
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (28-40:63-75) 
 
                  10        20        30        40        50        
PAT___    EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGY 
                               
gi|387 TIPR                    
                               
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.9  bits: 20.8 E():   14 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (16-76:70-134) 
 
                              10        20        30        40      
PAT___                EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
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gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
             50        60         70        80                      
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGY                      
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (3-59:105-161) 
 
                                           10        20        30   
PAT___                             EVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
             40         50        60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
        .:  .:  .   .. ..: .:: : .:                      
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL     
           140       150       160       170             
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (38-75:98-135) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
        .: .  :                                                     
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 50; 28.9% identity (47.4% similar) in 38 aa overlap (38-75:98-135) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
        .: .  :                                                     
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (3-46:67-110) 
 
                                           10        20        30   
PAT___                             EVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
             40        50        60        70        80             
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PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY             
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 79.7  bits: 21.6 E():   18 
Smith-Waterman score: 52; 39.1% identity (65.2% similar) in 23 aa overlap (1-23:120-140) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  ::  : : .:.  :        
gi|476 LSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLT 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|476 DFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPE 
       150       160       170       180       190       200        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (3-46:127-170) 
 
                                           10        20        30   
PAT___                             EVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             40        50        60        70        80             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY             
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (4-78:220-299) 
 
                                          10        20         30   
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
             40        50             60        70        80        
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGY        
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (3-46:127-170) 
 
                                           10        20        30   
PAT___                             EVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
             40        50        60        70        80             
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY             
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2016



 

 

 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 48; 32.5% identity (67.5% similar) in 40 aa overlap (39-77:17-55) 
 
       10        20        30        40        50        60         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
          . .  ::                                                   
gi|226 PADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTT 
          50        60        70        80        90       100      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.3  bits: 19.9 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (15-76:100-168) 
 
                               10        20        30         40    
PAT___                 EVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
             50             60        70        80      
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGY      
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (17-66:112-155) 
 
                             10        20        30        40       
PAT___               EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
         50        60        70        80                           
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                           
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.2  bits: 19.9 E():   22 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (15-76:102-170) 
 
                               10        20        30         40    
PAT___                 EVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
             50             60        70        80      
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGY      
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.9 E():   23 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (15-76:103-171) 
 
                               10        20        30         40    
PAT___                 EVEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2017



 

 

                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
             50             60        70        80      
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGY      
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (4-78:219-298) 
 
                                          10        20         30   
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
             40        50             60        70        80        
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGY        
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.2  bits: 22.7 E():   29 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (48-71:481-504) 
 
        20        30        40        50        60        70        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
        80                                                          
PAT___ LGY                                                          
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:289-326) 
 
                                          10        20          30  
PAT___                            EVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
              40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
        . :. ::...                                       
AOID|2 ERGHNSLGINNYVTYATL                                
         320       330                                   
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:289-326) 
 
                                          10        20          30  
PAT___                            EVEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
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              40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
        . :. ::...                                       
gi|336 ERGHNSLGINNFVTYATL                                
         320       330                                   
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (57-73:70-87) 
 
         30        40        50        60         70        80      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEALGY      
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
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                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|248 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
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PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|248 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|117 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|117 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
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Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:119-139) 
 
                                             10        20        30 
PAT___                               EVEGVVAGIAYAGPWKARNAYDWTVESTVY 
                                     .:.:..:  :: .: . .:   :        
gi|114 PSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLT 
       90       100       110       120         130       140       
 
               40        50        60        70        80           
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
                                                                    
gi|114 GFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPE 
        150       160       170       180       190       200       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (26-69:61-109) 
 
                    10        20        30             40        50 
PAT___      EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
               60         70        80                              
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGY                              
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (26-68:61-109) 
 
                    10        20        30        40        50      
PAT___      EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
             60           70        80                              
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGY                              
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (15-22:19-26) 
 
                   10        20        30        40        50       
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
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>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (15-22:19-26) 
 
                   10        20        30        40        50       
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (39-64:50-75) 
 
       10        20        30        40        50        60         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
       70        80                                                 
PAT___ DPSVRLHEALGY                                                 
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 75.5  bits: 20.4 E():   31 
Smith-Waterman score: 48; 28.6% identity (51.9% similar) in 77 aa overlap (4-78:84-159) 
 
                                          10        20         30   
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
             40        50         60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGY            
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :.              
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (39-77:50-88) 
 
       10        20        30        40        50        60         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.1  bits: 20.3 E():   33 
Smith-Waterman score: 48; 26.0% identity (54.5% similar) in 77 aa overlap (4-80:210-271) 
 
                                          10        20        30    
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :.:.::     : . :..:     .. .:  
gi|111 DNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIE----WATTNGMD-----VINMS- 
     180       190       200       210           220                
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            40        50        60        70        80              
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY              
           :: :..  : . ....    :.::.: .  :. :    ...::              
gi|111 ----LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|111 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (28-46:174-192) 
 
                  10        20        30        40        50        
PAT___    EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
        60        70        80                                 
PAT___ KSVVAVIGLPNDPSVRLHEALGY                                 
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (28-58:175-199) 
 
                  10        20        30        40        50        
PAT___    EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
        60        70        80                                      
PAT___ KSVVAVIGLPNDPSVRLHEALGY                                      
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (3-27:242-266) 
 
                                           10        20        30   
PAT___                             EVEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
             40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (4-24:259-276) 
 
                                          10        20        30    
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
            40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:31-40) 
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              10        20        30        40        50        60  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
              70        80                                          
PAT___ AVIGLPNDPSVRLHEALGY                                          
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (34-72:187-222) 
 
            10        20        30        40        50        60    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
            70        80               
PAT___ IGLPNDPSVRLHEALGY               
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (57-71:11-25) 
 
         30        40        50        60        70        80       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY       
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2025



 

 

gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (57-71:11-25) 
 
         30        40        50        60        70        80       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY       
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (9-42:250-290) 
 
                                     10        20        30         
PAT___                       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               40        50        60        70        80           
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (9-42:250-290) 
 
                                     10        20        30         
PAT___                       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
               40        50        60        70        80           
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY           
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (4-24:277-294) 
 
                                          10        20        30    
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                                       
gi|275 QAGNNLMMIEQYPYVVIM                              
           310       320                               
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (4-24:277-294) 
 
                                          10        20        30    
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2026



 

 

gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
            40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                                       
gi|156 QAGNNLMMIEQYPYVVIM                              
           310       320                               
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (18-25:234-241) 
 
                            10        20        30        40        
PAT___              EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
        50        60        70        80                            
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                            
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (51-69:44-62) 
 
               30        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (39-77:35-72) 
 
       10        20        30        40        50        60         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
       70        80                                                 
PAT___ DPSVRLHEALGY                                                 
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:91-116) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (40-63:92-117) 
 
      10        20        30        40          50        60        
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        70        80                           
PAT___ NDPSVRLHEALGY                           
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (37-69:18-50) 
 
         10        20        30        40        50        60       
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
         70        80                                               
PAT___ PNDPSVRLHEALGY                                               
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
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>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (51-69:17-35) 
 
               30        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (51-69:17-35) 
 
               30        40        50        60        70        80 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.4  bits: 20.2 E():   53 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (48-71:104-126) 
 
        20        30        40        50        60        70        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
        80                                                          
PAT___ LGY                                                          
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (34-72:250-285) 
 
            10        20        30        40        50        60    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
            70        80               
PAT___ IGLPNDPSVRLHEALGY               
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (7-18:13-24) 
 
                     10        20        30        40        50     
PAT___       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.9  bits: 20.5 E():   56 
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Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (21-73:381-433) 
 
                         10        20        30        40        50 
PAT___           EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
               60        70        80                               
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGY                               
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.9  bits: 20.5 E():   56 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (21-73:381-433) 
 
                         10        20        30        40        50 
PAT___           EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
               60        70        80                               
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGY                               
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 70.9  bits: 20.5 E():   56 
Smith-Waterman score: 49; 20.5% identity (52.6% similar) in 78 aa overlap (3-73:356-433) 
 
                                           10        20             
PAT___                             EVEGVVAGIAYAGPWKARNAY-------DWTV 
                                     :  ..:  .. :  ::...       : .: 
gi|219 KPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSV 
         330       340       350       360       370       380      
 
          30        40        50        60        70        80      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY      
        :  .:.  .. :  :..:... : .. . :  .     .  .:: ..             
gi|219 SSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWV 
         390       400       410       420       430       440      
 
gi|219 DGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGYVVVAP 
         450       460       470       480       490       500      
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (28-46:138-156) 
 
                  10        20        30        40        50        
PAT___    EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
        60        70        80                                 
PAT___ KSVVAVIGLPNDPSVRLHEALGY                                 
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (45-74:3-32) 
 
           20        30        40        50        60        70     
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
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                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
           80                                                       
PAT___ HEALGY                                                       
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 17.6 E():   62 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (6-26:12-32) 
 
                     10        20        30        40        50     
PAT___       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
           60        70        80                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGY                    
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.6  bits: 14.7 E():   66 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (4-12:1-9) 
 
               10        20        30        40        50        60 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
          : :.:...:                                                 
gi|131    GPVGGVVHAHMMPLL                                           
                  10                                                
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 45; 23.4% identity (54.5% similar) in 77 aa overlap (4-80:206-271) 
 
                                          10        20        30    
PAT___                            EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :. .::. .  : . :..:     .. .:  
gi|135 VAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMD-----VINMS- 
         180       190       200       210       220                
 
            40        50        60        70        80              
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY              
           :: : .  : . ....    ..::.: .  :. :    ...::              
gi|135 ----LG-GPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|135 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 41; 26.2% identity (51.2% similar) in 80 aa overlap (2-75:49-126) 
 
                                            10        20            
PAT___                              EVEGVVAGIAYAGPWKARNAYDWTV--ESTV 
                                     ::.  . .:  .: . :: .:  .   .   
gi|344 FLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHMTEE 
       20        30        40        50        60        70         
 
      30        40        50            60        70        80      
PAT___ YVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLHEALGY      
         .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :           
gi|344 QFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKRADL 
       80        90       100       110         120       130       
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gi|344 NLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 
        140       150       160       170  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.7 E():   69 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (28-46:175-193) 
 
                  10        20        30        40        50        
PAT___    EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
        60        70        80                                 
PAT___ KSVVAVIGLPNDPSVRLHEALGY                                 
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.0  bits: 14.7 E():   71 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (7-14:3-10) 
 
               10        20        30        40        50        60 
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
             :: : :.:                                               
gi|751     ADAGYAPAAPGTQPKA                                         
                   10                                               
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.6 E():   72 
Smith-Waterman score: 39; 29.0% identity (54.8% similar) in 31 aa overlap (2-32:87-117) 
 
                                            10        20        30  
PAT___                              EVEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     : :. :: : . : :   .  .:. ...   
gi|128 CSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTSTDC 
         60        70        80        90       100       110       
 
              40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
       :                                                 
gi|128 SRVN                                              
        120                                              
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (39-70:238-268) 
 
       10        20        30        40        50        60         
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
       70        80                                                 
PAT___ DPSVRLHEALGY                                                 
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (8-23:182-196) 
 
                                      10        20          30      
PAT___                        EVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
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          40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                                     
gi|217 DLMMIEEYPYVVIL                                
      210       220                                  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (8-23:182-196) 
 
                                      10        20          30      
PAT___                        EVEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
          40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                                     
gi|217 DLMMIEEYPYVVIL                                
      210       220                                  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.6 E():   75 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (33-57:222-246) 
 
             10        20        30        40        50        60   
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
             70        80                                           
PAT___ VIGLPNDPSVRLHEALGY                                           
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:135-144) 
 
              10        20        30        40        50        60  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
              70        80                                          
PAT___ AVIGLPNDPSVRLHEALGY                                          
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:138-147) 
 
              10        20        30        40        50        60  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
              70        80                                          
PAT___ AVIGLPNDPSVRLHEALGY                                          
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:118-134) 
 
            30        40        50        60        70        80    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY    
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (7-18:13-24) 
 
                     10        20        30        40        50     
PAT___       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (7-18:13-24) 
 
                     10        20        30        40        50     
PAT___       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (38-65:184-210) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (34-72:316-351) 
 
            10        20        30        40        50        60    
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
            70        80               
PAT___ IGLPNDPSVRLHEALGY               
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (68-80:113-125) 
 
        40        50        60        70        80                  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                  
                                     .::..:. ...:.                  
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gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (68-80:113-125) 
 
        40        50        60        70        80                  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY                  
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (3-31:9-37) 
 
                     10        20        30        40        50     
PAT___       EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGY                                   
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (62-70:32-40) 
 
              40        50        60        70        80            
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY            
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.7 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:154-170) 
 
            30        40        50        60        70        80    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY    
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.7 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:154-170) 
 
            30        40        50        60        70        80    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY    
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
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gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (32-58:11-36) 
 
              10        20        30        40        50        60  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
              70        80                                          
PAT___ AVIGLPNDPSVRLHEALGY                                          
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (62-70:32-40) 
 
              40        50        60        70        80            
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY            
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (27-48:124-147) 
 
                   10        20        30          40        50     
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           60        70        80                                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGY                                   
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (27-48:124-147) 
 
                   10        20        30          40        50     
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           60        70        80                                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGY                                   
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (27-48:124-147) 
 
                   10        20        30          40        50     
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
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gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           60        70        80                                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGY                                   
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (64-70:9-15) 
 
            40        50        60        70        80              
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY              
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (31-53:182-206) 
 
               10        20        30        40           50        
PAT___ EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGY 
                               
gi|162 PKTKVIPYVRYL            
              220              
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:181-190) 
 
              10        20        30        40        50        60  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
              70        80                                          
PAT___ AVIGLPNDPSVRLHEALGY                                          
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   93 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (32-56:30-54) 
 
              10        20        30        40        50        60  
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
              70        80                        
PAT___ AVIGLPNDPSVRLHEALGY                        
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (24-67:117-159) 
 
                      10        20        30        40        50    
PAT___        EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
            60        70        80                                  
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGY                                  
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 43; 23.8% identity (52.4% similar) in 42 aa overlap (38-79:226-267) 
 
        10        20        30        40        50        60        
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
        70        80                                                
PAT___ NDPSVRLHEALGY                                                
        . :  .  : :                                                 
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 14.9 E():   99 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (15-22:19-26) 
 
                   10        20        30        40        50       
PAT___     EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
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        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
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PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
PAT___  EVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      60        70        80                                        
PAT___ VVAVIGLPNDPSVRLHEALGY                                        
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:46 2011 done: Wed Jan 19 14:40:46 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 64  - 143 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     5     2:*= 
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  32    12     8:=*= 
  34    27    22:=====*= 
  36    41    44:==========* 
  38    51    73:=============     * 
  40    65   102:=================        * 
  42   108   125:===========================    * 
  44   111   137:============================      * 
  46   145   140:==================================*== 
  48   205   134:=================================*================== 
  50   134   122:==============================*=== 
  52   101   107:==========================* 
  54   103    92:======================*=== 
  56    84    77:===================*= 
  58    48    63:============   * 
  60    53    51:============*= 
  62    24    41:======    * 
  64    29    33:========* 
  66    34    26:======*== 
  68    12    20:=== * 
  70    23    16:===*== 
  72    25    12:==*==== 
  74    12    10:==* 
  76    11     8:=*= 
  78     1     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     4     2:* 
  88     7     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.24170.00286; mu= 3.5277 0.147 
 mean_var=31.9690 8.253, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.226835 
 Kolmogorov-Smirnov  statistic: 0.0618 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 28.6   0.037 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.2    0.44 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.2    0.44 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.5     4.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.5     4.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.1     4.7 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.9     5.6 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.9     6.2 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.9     6.2 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   54 22.2     6.4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.2     6.4 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.3     6.7 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   54 22.2     6.7 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   54 22.1     6.9 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   57 22.9     7.9 
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gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.5     8.6 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   56 22.6     9.1 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   52 21.5      11 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   52 21.5      11 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.0      13 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.0      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.5      16 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.3      16 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.6      17 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.5      20 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.5      25 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.5      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   51 21.0      25 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.6      26 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.6      26 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.6      26 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   48 20.2      26 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.7      27 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   51 21.0      28 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   51 21.0      29 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      32 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      32 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.0      33 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.0      34 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.1      34 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.1      34 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.0      35 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.0      35 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 20.1      37 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      38 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 19.8      38 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.1      39 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.5      40 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.5      40 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.4      41 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.5      41 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.5      43 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.7      45 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.7      45 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   49 20.3      46 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   49 20.3      46 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   49 20.3      46 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   49 20.3      46 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   49 20.3      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.2      47 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.4      47 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.4      47 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.5      51 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.5      51 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.8      52 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.8      52 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.5      53 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.9      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.2      55 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.4      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      56 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      56 
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gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      56 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.8      57 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.8      57 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.8      59 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.2      61 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.0      63 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.8      63 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.6      65 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.5      66 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.2      68 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.2      68 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.2      68 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      68 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.1      71 
gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5 ( 171)   41 18.0      75 
gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non ( 120)   39 17.5      77 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   45 19.1      78 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.6      78 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.3      81 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.3      81 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.3      84 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.7      85 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.7      85 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.3      85 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.4      85 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      87 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.4      87 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.4      91 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.7      92 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.7      92 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.1      92 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 18.8      95 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      96 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 14.9      96 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      96 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.1      97 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.7      97 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 128.2  bits: 28.6 E(): 0.037 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (29-69:16-57) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                   : .   .: :::.    : . ..:::: .. . 
gi|217              MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSA 
                            10        20        30        40        
 
                70        80                                        
PAT___ AVI-GLPNDPSVRLHEALGYT                                        
       :..  : : :                                                   
gi|217 AIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAE 
        50        60        70        80        90       100        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 108.9  bits: 27.2 E(): 0.44 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (6-72:96-168) 
 
                                        10         20        30     
PAT___                          VEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
           40               50        60        70        80        
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT        
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
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gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 108.9  bits: 27.2 E(): 0.44 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (6-72:96-168) 
 
                                        10         20        30     
PAT___                          VEGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
           40               50        60        70        80        
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT        
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.2  bits: 22.5 E():  4.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (15-71:69-119) 
 
                               10        20        30        40     
PAT___                 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
           50        60        70        80                         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                         
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.2  bits: 22.5 E():  4.3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (15-71:70-120) 
 
                               10        20        30        40     
PAT___                 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
           50        60        70        80                         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                         
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 90.4  bits: 21.1 E():  4.7 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (9-22:53-66) 
 
                                     10        20        30         
PAT___                       VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
       40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                                                  
gi|323 RTNAAVTVR                                  
             90                                   
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.0  bits: 21.9 E():  5.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (6-22:74-90) 
 
                                        10        20        30      
PAT___                          VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
          40        50        60        70        80                
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.2  bits: 21.9 E():  6.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (6-22:91-107) 
 
                                        10        20        30      
PAT___                          VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.2  bits: 21.9 E():  6.2 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (6-22:91-107) 
 
                                        10        20        30      
PAT___                          VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.0  bits: 22.2 E():  6.4 
Smith-Waterman score: 54; 29.5% identity (50.0% similar) in 44 aa overlap (37-80:81-124) 
 
         10        20        30        40        50        60       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
        .: .  :  :. :                                               
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.0  bits: 22.2 E():  6.4 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (4-64:69-129) 
 
                                          10        20        30    
PAT___                            VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
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gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT            
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.3 E():  6.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (36-68:3-35) 
 
          10        20        30        40        50        60      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
          70        80                                              
PAT___ PNDPSVRLHEALGYT                                              
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.6  bits: 22.2 E():  6.7 
Smith-Waterman score: 54; 29.5% identity (50.0% similar) in 44 aa overlap (37-80:92-135) 
 
         10        20        30        40        50        60       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
        .: .  :  :. :                                               
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.4  bits: 22.1 E():  6.9 
Smith-Waterman score: 54; 29.5% identity (50.0% similar) in 44 aa overlap (37-80:99-142) 
 
         10        20        30        40        50        60       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
        .: .  :  :. :                                               
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 28.4% identity (53.1% similar) in 81 aa overlap (3-77:219-298) 
 
                                           10        20         30  
PAT___                             VEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
              40        50             60        70        80       
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PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYT       
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:.          
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.7  bits: 21.5 E():  8.6 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (23-39:32-48) 
 
                       10        20        30        40        50   
PAT___         VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
             60        70        80                                 
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYT                                 
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  56  Z-score: 85.3  bits: 22.6 E():  9.1 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (3-77:220-299) 
 
                                           10        20         30  
PAT___                             VEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
              40        50             60        70        80       
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYT       
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.          
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 52; 29.5% identity (47.7% similar) in 44 aa overlap (37-80:98-141) 
 
         10        20        30        40        50        60       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
        .: .  :  :. :                                               
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 52; 29.5% identity (47.7% similar) in 44 aa overlap (37-80:98-141) 
 
         10        20        30        40        50        60       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
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        .: .  :  :. :                                               
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.3  bits: 17.0 E():   13 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:1-14) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
         ::. .: :.. : :                                             
gi|323   GVLFNIQYVNYWFAP                                            
                 10                                                 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (7-45:12-50) 
 
                    10        20        30         40        50     
PAT___      VEGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
           60        70        80                                   
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYT                                   
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.0  bits: 19.5 E():   16 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (27-39:63-75) 
 
                   10        20        30        40        50       
PAT___     VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
         60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYT 
                                
gi|387 TIPR                     
                                
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 80.6  bits: 20.3 E():   16 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (2-58:105-161) 
 
                                            10        20        30  
PAT___                              VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
              40         50        60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
        .:  .:  .   .. ..: .:: : .:                       
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           140       150       160       170              
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (15-75:70-134) 
 
                               10        20        30        40     
PAT___                 VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
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              50        60         70        80                     
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYT                     
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 20.5 E():   20 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (2-45:67-110) 
 
                                            10        20        30  
PAT___                              VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
         40        50        60        70        80        90       
 
              40        50        60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT            
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (2-45:127-170) 
 
                                            10        20        30  
PAT___                              VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              40        50        60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT            
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (2-45:127-170) 
 
                                            10        20        30  
PAT___                              VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
              40        50        60        70        80            
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT            
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (3-77:220-299) 
 
                                           10        20         30  
PAT___                             VEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
              40        50             60        70        80       
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGYT       
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
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gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.1  bits: 19.6 E():   26 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (14-75:100-168) 
 
                                10        20         30        40   
PAT___                  VEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
              50             60        70        80     
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYT     
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (14-75:102-170) 
 
                                10        20         30        40   
PAT___                  VEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
              50             60        70        80     
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYT     
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (14-75:103-171) 
 
                                10        20         30        40   
PAT___                  VEGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
              50             60        70        80     
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYT     
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 48; 32.5% identity (67.5% similar) in 40 aa overlap (38-76:17-55) 
 
        10        20        30        40        50        60        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
          . .  ::                                                   
gi|226 PADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTT 
          50        60        70        80        90       100      
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  39 init1:  39 opt:  50  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (16-65:112-155) 
 
                              10        20        30        40      
PAT___                VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
          50        60        70        80                          
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                          
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (3-77:219-298) 
 
                                           10        20         30  
PAT___                             VEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
              40        50             60        70        80       
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGYT       
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 51; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:121-140) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  ::  : : .:.  :         
gi|476 SAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLTD 
              100       110       120         130       140         
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|476 FNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEF 
      150       160       170       180       190       200         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   32 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (14-21:19-26) 
 
                    10        20        30        40        50      
PAT___      VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   32 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (14-21:19-26) 
 
                    10        20        30        40        50      
PAT___      VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (56-72:70-87) 
 
          30        40        50        60         70        80     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEALGYT     
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (25-68:61-109) 
 
                     10        20        30             40          
PAT___       VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
      50        60         70        80                             
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYT                             
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:289-326) 
 
                                           10        20          30 
PAT___                             VEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
               40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
        . :. ::...                                        
AOID|2 ERGHNSLGINNYVTYATL                                 
         320       330                                    
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:289-326) 
 
                                           10        20          30 
PAT___                             VEGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
               40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
        . :. ::...                                        
gi|336 ERGHNSLGINNFVTYATL                                 
         320       330                                    
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (25-67:61-109) 
 
                     10        20        30        40        50     
PAT___       VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                 60        70        80                             
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PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYT                             
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (38-63:50-75) 
 
        10        20        30        40        50        60        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
        70        80                                                
PAT___ DPSVRLHEALGYT                                                
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.1  bits: 20.1 E():   37 
Smith-Waterman score: 48; 28.6% identity (51.9% similar) in 77 aa overlap (3-77:84-159) 
 
                                           10        20         30  
PAT___                             VEGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
              40        50         60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGYT           
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :.              
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 74.1  bits: 22.3 E():   38 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (47-70:481-504) 
 
         20        30        40        50        60        70       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
         80                                                         
PAT___ LGYT                                                         
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (38-76:50-88) 
 
        10        20        30        40        50        60        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
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>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 26.0% identity (54.5% similar) in 77 aa overlap (3-79:210-271) 
 
                                           10        20        30   
PAT___                             VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :.:.::     : . :..:     .. .:  
gi|111 DNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIE----WATTNGMD-----VINMS- 
     180       190       200       210           220                
 
             40        50        60        70        80             
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT             
           :: :..  : . ....    :.::.: .  :. :    ...::              
gi|111 ----LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|111 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.5 E():   40 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (27-45:174-192) 
 
                   10        20        30        40        50       
PAT___     VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
         60        70        80                                
PAT___ KSVVAVIGLPNDPSVRLHEALGYT                                
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.6  bits: 19.5 E():   40 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (27-57:175-199) 
 
                   10        20        30        40        50       
PAT___     VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
         60        70        80                                     
PAT___ KSVVAVIGLPNDPSVRLHEALGYT                                     
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 18.4 E():   41 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:31-40) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ AVIGLPNDPSVRLHEALGYT                                         
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (2-26:242-266) 
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                                            10        20        30  
PAT___                              VEGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
              40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (3-23:259-276) 
 
                                           10        20        30   
PAT___                             VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
             40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.8  bits: 18.7 E():   45 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.8  bits: 18.7 E():   45 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2056



 

 

>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|248 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|248 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|248 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|248 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
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gi|114 SAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|117 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|117 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEF 
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       150       160       170       180       190       200        
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|248 SAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|248 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:120-139) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     :.:..:  :: .: . .:   :         
gi|114 SAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIA--AYQNPASWKNNRIWLQFAKLTG 
      90       100       110       120         130       140        
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                                                    
gi|114 FTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEF 
       150       160       170       180       190       200        
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (33-71:187-222) 
 
             10        20        30        40        50        60   
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PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
             70        80              
PAT___ IGLPNDPSVRLHEALGYT              
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.4 E():   47 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (56-70:11-25) 
 
          30        40        50        60        70        80      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT      
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.4 E():   47 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (56-70:11-25) 
 
          30        40        50        60        70        80      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT      
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (3-23:277-294) 
 
                                           10        20        30   
PAT___                             VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                                                        
gi|275 QAGNNLMMIEQYPYVVIM                               
           310       320                                
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (3-23:277-294) 
 
                                           10        20        30   
PAT___                             VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
             40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                                                        
gi|156 QAGNNLMMIEQYPYVVIM                               
           310       320                                
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
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Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (8-41:250-290) 
 
                                      10        20        30        
PAT___                        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                40        50        60        70        80          
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT          
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (8-41:250-290) 
 
                                      10        20        30        
PAT___                        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                40        50        60        70        80          
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT          
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (17-24:234-241) 
 
                             10        20        30        40       
PAT___               VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
         50        60        70        80                           
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                           
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (50-68:44-62) 
 
      20        30        40        50        60        70          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
      80                                                            
PAT___ T                                                            
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (38-76:35-72) 
 
        10        20        30        40        50        60        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
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        70        80                                                
PAT___ DPSVRLHEALGYT                                                
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:91-116) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (39-62:92-117) 
 
       10        20        30        40          50        60       
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
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gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         70        80                          
PAT___ NDPSVRLHEALGYT                          
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (36-68:18-50) 
 
          10        20        30        40        50        60      
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
          70        80                                              
PAT___ PNDPSVRLHEALGYT                                              
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (50-68:17-35) 
 
      20        30        40        50        60        70          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
      80                                                            
PAT___ T                                                            
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (50-68:17-35) 
 
      20        30        40        50        60        70          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
      80                                                            
PAT___ T                                                            
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (6-17:13-24) 
 
                      10        20        30        40        50    
PAT___        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (33-71:250-285) 
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             10        20        30        40        50        60   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
             70        80              
PAT___ IGLPNDPSVRLHEALGYT              
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.0  bits: 20.0 E():   63 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (47-70:104-126) 
 
         20        30        40        50        60        70       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
         80                                                         
PAT___ LGYT                                                         
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.9  bits: 14.8 E():   63 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (3-11:1-9) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
         : :.:...:                                                  
gi|131   GPVGGVVHAHMMPLL                                            
                 10                                                 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (27-45:138-156) 
 
                   10        20        30        40        50       
PAT___     VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
         60        70        80                                
PAT___ KSVVAVIGLPNDPSVRLHEALGYT                                
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (5-25:12-32) 
 
                      10        20        30        40        50    
PAT___        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
            60        70        80                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYT                   
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
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 initn:  47 init1:  47 opt:  49  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (20-72:381-433) 
 
                          10        20        30        40          
PAT___            VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
      50        60        70        80                              
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                              
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 49; 20.5% identity (52.6% similar) in 78 aa overlap (2-72:356-433) 
 
                                            10        20            
PAT___                              VEGVVAGIAYAGPWKARNAY-------DWTV 
                                     :  ..:  .. :  ::...       : .: 
gi|219 KPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSV 
         330       340       350       360       370       380      
 
           30        40        50        60        70        80     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT     
        :  .:.  .. :  :..:... : .. . :  .     .  .:: ..             
gi|219 SSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWV 
         390       400       410       420       430       440      
 
gi|219 DGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGYVVVAP 
         450       460       470       480       490       500      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (20-72:381-433) 
 
                          10        20        30        40          
PAT___            VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
      50        60        70        80                              
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                              
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.3  bits: 14.7 E():   68 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (6-13:3-10) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
            :: : :.:                                                
gi|751    ADAGYAPAAPGTQPKA                                          
                  10                                                
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (44-73:3-32) 
 
            20        30        40        50        60        70    
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
            80                                                      
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PAT___ HEALGYT                                                      
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|34495292|gb|AAQ73493.1| type 2 allergen Lep d 5.02   (171 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 41; 26.2% identity (51.2% similar) in 80 aa overlap (1-74:49-126) 
 
                                             10        20           
PAT___                               VEGVVAGIAYAGPWKARNAYDWTV--ESTV 
                                     ::.  . .:  .: . :: .:  .   .   
gi|344 FLEKFNLDEITATLNVLTKELTEVQKHVKAVESDEVDVAIPNPDEFRNEFDRLLIHMTEE 
       20        30        40        50        60        70         
 
       30        40        50            60        70        80     
PAT___ YVSHRHQRLGLGSTLYTHLLKS----MEAQGFKSVVAVIGLPNDPSVRLHEALGYT     
         .. .: :.  :   :.: ::    ..:: .. .   :::    :.. :           
gi|344 QFAKLEQALAHLSHQVTELEKSKSKELKAQILREI--SIGLDFIDSAKGHFERELKRADL 
       80        90       100       110         120       130       
 
gi|344 NLAEKFNFESALSTGAVLHKDLTALATKVKAIETK 
        140       150       160       170  
 
>>gi|128388|sp|P19656.1|NLTP_MAIZE RecName: Full=Non-spe  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 39; 29.0% identity (54.8% similar) in 31 aa overlap (1-31:87-117) 
 
                                             10        20        30 
PAT___                               VEGVVAGIAYAGPWKARNAYDWTVESTVYV 
                                     : :. :: : . : :   .  .:. ...   
gi|128 CSGVRSLNNAARTTADRRAACNCLKNAAAGVSGLNAGNAASIPSKCGVSIPYTISTSTDC 
         60        70        80        90       100       110       
 
               40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
       :                                                  
gi|128 SRVN                                               
        120                                               
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 45; 23.4% identity (54.5% similar) in 77 aa overlap (3-79:206-271) 
 
                                           10        20        30   
PAT___                             VEGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :. .::. .  : . :..:     .. .:  
gi|135 VAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMD-----VINMS- 
         180       190       200       210       220                
 
             40        50        60        70        80             
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT             
           :: : .  : . ....    ..::.: .  :. :    ...::              
gi|135 ----LG-GPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|135 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (27-45:175-193) 
 
                   10        20        30        40        50       
PAT___     VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
         60        70        80                                
PAT___ KSVVAVIGLPNDPSVRLHEALGYT                                
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gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (7-22:182-196) 
 
                                       10        20          30     
PAT___                         VEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
           40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                                                      
gi|217 DLMMIEEYPYVVIL                                 
      210       220                                   
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (7-22:182-196) 
 
                                       10        20          30     
PAT___                         VEGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
           40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                                                      
gi|217 DLMMIEEYPYVVIL                                 
      210       220                                   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:135-144) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
               70        80                                         
PAT___ AVIGLPNDPSVRLHEALGYT                                         
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (6-17:13-24) 
 
                      10        20        30        40        50    
PAT___        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (6-17:13-24) 
 
                      10        20        30        40        50    
PAT___        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
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>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:138-147) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
               70        80                                         
PAT___ AVIGLPNDPSVRLHEALGYT                                         
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (38-69:238-268) 
 
        10        20        30        40        50        60        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
        70        80                                                
PAT___ DPSVRLHEALGYT                                                
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (53-69:118-134) 
 
             30        40        50        60        70        80   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT   
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (32-56:222-246) 
 
              10        20        30        40        50        60  
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
              70        80                                          
PAT___ VIGLPNDPSVRLHEALGYT                                          
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (2-30:9-37) 
 
                      10        20        30        40        50    
PAT___        VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
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            60        70        80                                  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYT                                  
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (67-79:113-125) 
 
         40        50        60        70        80                 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (67-79:113-125) 
 
         40        50        60        70        80                 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT                 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (37-64:184-210) 
 
         10        20        30        40        50        60       
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
         70        80                                               
PAT___ NDPSVRLHEALGYT                                               
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (33-71:316-351) 
 
             10        20        30        40        50        60   
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
             70        80              
PAT___ IGLPNDPSVRLHEALGYT              
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (61-69:32-40) 
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
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                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (14-21:19-26) 
 
                    10        20        30        40        50      
PAT___      VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (61-69:32-40) 
 
               40        50        60        70        80           
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT           
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (63-69:9-15) 
 
             40        50        60        70        80             
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT             
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.5  bits: 17.7 E():   97 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (31-57:11-36) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.: .. : ::...  . . . :. ::    
gi|184                     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGF 
                                   10        20        30           
 
               70        80                                         
PAT___ AVIGLPNDPSVRLHEALGYT                                         
                                                                    
gi|184 QLMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGES 
      40        50        60        70        80        90          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (31-55:30-54) 
 
               10        20        30        40        50        60 
PAT___ VEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     : . :.:: :.  :     .. .::      
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
               70        80                       
PAT___ AVIGLPNDPSVRLHEALGYT                       
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gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:46 2011 done: Wed Jan 19 14:40:46 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 65  - 144 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32    15     8:=*== 
  34    24    22:=====* 
  36    36    44:========= * 
  38    50    73:=============     * 
  40    72   102:==================       * 
  42   111   125:============================   * 
  44   117   137:==============================    * 
  46   147   140:==================================*== 
  48   200   134:=================================*================ 
  50   126   122:==============================*= 
  52    99   107:========================= * 
  54   109    92:======================*===== 
  56    81    77:===================*= 
  58    49    63:=============  * 
  60    53    51:============*= 
  62    29    41:========  * 
  64    35    33:========* 
  66    35    26:======*== 
  68    12    20:=== * 
  70    23    16:===*== 
  72    10    12:==* 
  74    11    10:==* 
  76    11     8:=*= 
  78     1     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     0     3:* 
  86     3     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     2     0:=         *== 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.32760.00285; mu= 3.0613 0.146 
 mean_var=31.7605 8.305, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.227578 
 Kolmogorov-Smirnov  statistic: 0.0544 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 28.6   0.035 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.2    0.44 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.2    0.44 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   59 23.8       2 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   59 23.8     2.1 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   59 23.8     2.2 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 23.1     3.4 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 23.1     3.4 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.6     4.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.6     4.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.2     4.6 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 21.9     5.5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 21.9     6.1 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 21.9     6.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.2     6.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.4     6.5 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   57 22.9     7.9 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.6     8.5 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   56 22.6     9.1 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.1      12 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.0      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.5      15 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 21.4      16 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.3      16 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.6      16 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 20.9      16 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   49 20.5      19 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   49 20.5      24 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   49 20.5      25 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.7      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   51 21.0      25 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.7      26 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.7      26 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.7      27 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   51 21.0      29 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      30 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      30 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 20.4      32 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.1      33 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      33 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.0      34 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.1      34 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.1      34 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.0      35 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 20.1      37 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 19.8      38 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      39 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.6      40 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.5      40 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      40 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.5      41 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.5      43 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.7      44 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.7      44 
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gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.4      46 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.4      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.2      46 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.5      51 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.5      51 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.8      52 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.8      52 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.5      53 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.9      53 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.2      55 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.4      55 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      55 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      55 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.8      55 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.8      55 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.8      58 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.8      60 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.2      61 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.0      64 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      64 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.6      65 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.5      65 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.2      69 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.2      69 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.2      69 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.1      71 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.6      78 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.3      81 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.3      81 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      83 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.3      83 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.7      84 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.7      84 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.3      85 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.4      86 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      87 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 18.8      88 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   46 19.3      88 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.3      88 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.4      90 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.7      90 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.7      90 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      92 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.1      93 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      94 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      95 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      95 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 18.8      96 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.7      96 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      96 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 128.5  bits: 28.6 E(): 0.035 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (28-68:16-57) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                  : .   .: :::.    : . ..:::: .. .: 
gi|217             MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAA 
                           10        20        30        40         
 
                70        80                                        
PAT___ VI-GLPNDPSVRLHEALGYTA                                        
       ..  : : :                                                    
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gi|217 IVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEG 
       50        60        70        80        90       100         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 108.9  bits: 27.2 E(): 0.44 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (5-71:96-168) 
 
                                         10         20        30    
PAT___                           EGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
            40               50        60        70        80       
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA       
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 108.9  bits: 27.2 E(): 0.44 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (5-71:96-168) 
 
                                         10         20        30    
PAT___                           EGVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
            40               50        60        70        80       
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA       
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.0  bits: 23.8 E():    2 
Smith-Waterman score: 59; 31.1% identity (51.1% similar) in 45 aa overlap (36-80:81-125) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
        .: .  :  :. ::                                              
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.6  bits: 23.8 E():  2.1 
Smith-Waterman score: 59; 31.1% identity (51.1% similar) in 45 aa overlap (36-80:92-136) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
        .: .  :  :. ::                                              
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
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             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.3  bits: 23.8 E():  2.2 
Smith-Waterman score: 59; 31.1% identity (51.1% similar) in 45 aa overlap (36-80:99-143) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
        .: .  :  :. ::                                              
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.8  bits: 23.1 E():  3.4 
Smith-Waterman score: 57; 31.1% identity (48.9% similar) in 45 aa overlap (36-80:98-142) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
        .: .  :  :. ::                                              
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.8  bits: 23.1 E():  3.4 
Smith-Waterman score: 57; 31.1% identity (48.9% similar) in 45 aa overlap (36-80:98-142) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
        .: .  :  :. ::                                              
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.3  bits: 22.6 E():  4.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (14-70:69-119) 
 
                                10        20        30        40    
PAT___                  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
            50        60        70        80                        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                        
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.3  bits: 22.6 E():  4.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (14-70:70-120) 
 
                                10        20        30        40    
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PAT___                  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
            50        60        70        80                        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                        
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 90.6  bits: 21.2 E():  4.6 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (8-21:53-66) 
 
                                      10        20        30        
PAT___                        EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
        40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                                   
gi|323 RTNAAVTVR                                   
             90                                    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.2  bits: 21.9 E():  5.5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (5-21:74-90) 
 
                                         10        20        30     
PAT___                           EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
           40        50        60        70        80               
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA               
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.3  bits: 21.9 E():  6.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (5-21:91-107) 
 
                                         10        20        30     
PAT___                           EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA               
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.3  bits: 21.9 E():  6.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (5-21:91-107) 
 
                                         10        20        30     
PAT___                           EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA               
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gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (3-63:69-129) 
 
                                           10        20        30   
PAT___                             EGVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA           
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (35-67:3-35) 
 
           10        20        30        40        50        60     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
           70        80                                             
PAT___ PNDPSVRLHEALGYTA                                             
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 28.4% identity (53.1% similar) in 81 aa overlap (2-76:219-298) 
 
                                            10        20         30 
PAT___                              EGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
               40        50             60        70        80      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTA      
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:.          
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.8  bits: 21.6 E():  8.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (22-38:32-48) 
 
                        10        20        30        40        50  
PAT___          EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
              60        70        80                                
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTA                                
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gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  56  Z-score: 85.3  bits: 22.6 E():  9.1 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (2-76:220-299) 
 
                                            10        20         30 
PAT___                              EGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
               40        50             60        70        80      
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTA      
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.          
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.8  bits: 17.1 E():   12 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:1-14) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
        ::. .: :.. : :                                              
gi|323  GVLFNIQYVNYWFAP                                             
                10                                                  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (6-44:12-50) 
 
                     10        20         30        40        50    
PAT___       EGVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
            60        70        80                                  
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTA                                  
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.3  bits: 19.5 E():   15 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (26-38:63-75) 
 
                    10        20        30        40        50      
PAT___      EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
          60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTA 
                                 
gi|387 TIPR                      
                                 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.8  bits: 21.4 E():   16 
Smith-Waterman score: 52; 26.6% identity (54.4% similar) in 79 aa overlap (2-80:210-273) 
 
                                            10        20        30  
PAT___                              EGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :.:.::     : . :..:     .. .:  
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gi|111 DNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIE----WATTNGMD-----VINMS- 
     180       190       200       210           220                
 
              40        50        60        70        80            
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA            
           :: :..  : . ....    :.::.: .  :. :    ...:: :            
gi|111 ----LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|111 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 80.8  bits: 20.3 E():   16 
Smith-Waterman score: 48; 24.1% identity (58.6% similar) in 58 aa overlap (1-57:105-161) 
 
                                             10        20        30 
PAT___                               EGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:... .: :::    . .  :.  : ... 
gi|501 GDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILS-MANAGPNTNGSQFFITTAVTSWLD 
           80        90       100        110       120       130    
 
               40         50        60        70        80 
PAT___ HRHQRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
        .:  .:  .   .. ..: .:: : .:                        
gi|501 GKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL       
           140       150       160       170               
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (14-74:70-134) 
 
                                10        20        30        40    
PAT___                  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
               50        60         70        80                    
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTA                    
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (37-80:17-59) 
 
         10        20        30        40        50        60       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.5 E():   19 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (1-44:67-110) 
 
                                             10        20        30 
PAT___                               EGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|664 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
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         40        50        60        70        80        90       
 
               40        50        60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA           
        :.  ... :  ::                                               
gi|664 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        100       110       120       130       140       150       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (1-44:127-170) 
 
                                             10        20        30 
PAT___                               EGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|668 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               40        50        60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA           
        :.  ... :  ::                                               
gi|668 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 27.3% identity (54.5% similar) in 44 aa overlap (1-44:127-170) 
 
                                             10        20        30 
PAT___                               EGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:  :  ...: :.. :: . ::      . 
gi|833 GNRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYT 
        100       110       120       130       140       150       
 
               40        50        60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA           
        :.  ... :  ::                                               
gi|833 TRRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSN 
        160       170       180       190       200       210       
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (13-74:100-168) 
 
                                 10        20         30        40  
PAT___                   EGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
               50             60        70        80    
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTA    
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (2-76:220-299) 
 
                                            10        20         30 
PAT___                              EGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
               40        50             60        70        80      
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGYTA      
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
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gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.2  bits: 19.7 E():   26 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (13-74:102-170) 
 
                                 10        20         30        40  
PAT___                   EGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
               50             60        70        80    
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTA    
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.1  bits: 19.7 E():   26 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (13-74:103-171) 
 
                                 10        20         30        40  
PAT___                   EGVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
               50             60        70        80    
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTA    
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (15-64:112-155) 
 
                               10        20        30        40     
PAT___                 EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
           50        60        70        80                         
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                         
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (2-76:219-298) 
 
                                            10        20         30 
PAT___                              EGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
               40        50             60        70        80      
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGYTA      
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.6 E():   30 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (13-20:19-26) 
 
                     10        20        30        40        50     
PAT___       EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.6 E():   30 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (13-20:19-26) 
 
                     10        20        30        40        50     
PAT___       EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 49; 24.1% identity (54.4% similar) in 79 aa overlap (2-80:206-273) 
 
                                            10        20        30  
PAT___                              EGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :. .::. .  : . :..:     .. .:  
gi|135 VAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMD-----VINMS- 
         180       190       200       210       220                
 
              40        50        60        70        80            
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA            
           :: : .  : . ....    ..::.: .  :. :    ...:: :            
gi|135 ----LG-GPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|135 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (55-71:70-87) 
 
           30        40        50        60         70        80    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEALGYTA    
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (24-67:61-109) 
 
                      10        20        30             40         
PAT___        EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
       50        60         70        80                            
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTA                            
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 19.0 E():   34 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (24-66:61-109) 
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                      10        20        30        40        50    
PAT___        EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                  60        70        80                            
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTA                            
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:289-326) 
 
                                            10        20            
PAT___                              EGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
      30        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
        . :. ::...                                         
gi|336 ERGHNSLGINNFVTYATL                                  
         320       330                                     
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:289-326) 
 
                                            10        20            
PAT___                              EGVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
      30        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
        . :. ::...                                         
AOID|2 ERGHNSLGINNYVTYATL                                  
         320       330                                     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (37-62:50-75) 
 
         10        20        30        40        50        60       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
         70        80                                               
PAT___ DPSVRLHEALGYTA                                               
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.1  bits: 20.1 E():   37 
Smith-Waterman score: 48; 28.6% identity (51.9% similar) in 77 aa overlap (2-76:84-159) 
 
                                            10        20         30 
PAT___                              EGVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
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               40        50         60        70        80          
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGYTA          
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :.              
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (37-75:50-88) 
 
         10        20        30        40        50        60       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 73.8  bits: 22.3 E():   39 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (46-69:481-504) 
 
          20        30        40        50        60        70      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
          80                                                        
PAT___ LGYTA                                                        
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (26-44:174-192) 
 
                    10        20        30        40        50      
PAT___      EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
          60        70        80                               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTA                               
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.7  bits: 19.5 E():   40 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (26-56:175-199) 
 
                    10        20        30        40        50      
PAT___      EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
          60        70        80                                    
PAT___ KSVVAVIGLPNDPSVRLHEALGYTA                                    
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
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      200       210       220       230       240       250         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:31-40) 
 
                10        20        30        40        50          
PAT___  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ AVIGLPNDPSVRLHEALGYTA                                        
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (1-25:242-266) 
 
                                             10        20        30 
PAT___                               EGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     : ..:  :    ::: ..:  .:..      
gi|109 LKESWGAIWRIDTPKPLKGPFSVRVTTEGGEKIIAEDAIPDGWKADSVYKSNVQAK     
             220       230       240       250       260            
 
               40        50        60        70        80 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (2-22:259-276) 
 
                                            10        20        30  
PAT___                              EGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
              40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
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PAT___ NDPSVRLHEALGYTA                         
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (55-69:11-25) 
 
           30        40        50        60        70        80     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA     
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (55-69:11-25) 
 
           30        40        50        60        70        80     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA     
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.4  bits: 19.2 E():   46 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (32-70:187-222) 
 
              10        20        30        40        50        60  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
              70        80             
PAT___ IGLPNDPSVRLHEALGYTA             
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (2-22:277-294) 
 
                                            10        20        30  
PAT___                              EGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
              40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                                         
gi|275 QAGNNLMMIEQYPYVVIM                                
           310       320                                 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (2-22:277-294) 
 
                                            10        20        30  
PAT___                              EGVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
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        250       260       270       280          290       300    
 
              40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                                         
gi|156 QAGNNLMMIEQYPYVVIM                                
           310       320                                 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (7-40:250-290) 
 
                                       10        20        30       
PAT___                         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 40        50        60        70        80         
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA         
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (7-40:250-290) 
 
                                       10        20        30       
PAT___                         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                 40        50        60        70        80         
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA         
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (16-23:234-241) 
 
                              10        20        30        40      
PAT___                EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
          50        60        70        80                          
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                          
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (49-67:44-62) 
 
       20        30        40        50        60        70         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
       80                                                           
PAT___ TA                                                           
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:91-116) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (37-75:35-72) 
 
         10        20        30        40        50        60       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
         70        80                                               
PAT___ DPSVRLHEALGYTA                                               
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
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gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (38-61:92-117) 
 
        10        20        30        40          50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          70        80                         
PAT___ NDPSVRLHEALGYTA                         
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (35-67:18-50) 
 
           10        20        30        40        50        60     
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
           70        80                                             
PAT___ PNDPSVRLHEALGYTA                                             
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (49-67:17-35) 
 
       20        30        40        50        60        70         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
       80                                                           
PAT___ TA                                                           
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (49-67:17-35) 
 
       20        30        40        50        60        70         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
       80                                                           
PAT___ TA                                                           
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (5-16:13-24) 
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                       10        20        30        40        50   
PAT___         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.4  bits: 14.8 E():   60 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (2-10:1-9) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
        : :.:...:                                                   
gi|131  GPVGGVVHAHMMPLL                                             
                10                                                  
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (32-70:250-285) 
 
              10        20        30        40        50        60  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
              70        80             
PAT___ IGLPNDPSVRLHEALGYTA             
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (46-69:104-126) 
 
          20        30        40        50        60        70      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
          80                                                        
PAT___ LGYTA                                                        
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.8  bits: 14.8 E():   64 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (5-12:3-10) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
           :: : :.:                                                 
gi|751   ADAGYAPAAPGTQPKA                                           
                 10                                                 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (26-44:138-156) 
 
                    10        20        30        40        50      
PAT___      EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
          60        70        80                               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTA                               
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gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.5 E():   65 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (4-24:12-32) 
 
                       10        20        30        40        50   
PAT___         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
             60        70        80                  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTA                  
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.2  bits: 20.2 E():   69 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (19-71:381-433) 
 
                           10        20        30        40         
PAT___             EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
       50        60        70        80                             
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                             
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 69.2  bits: 20.2 E():   69 
Smith-Waterman score: 49; 20.5% identity (52.6% similar) in 78 aa overlap (1-71:356-433) 
 
                                             10               20    
PAT___                               EGVVAGIAYAGPWKARNAY-------DWTV 
                                     :  ..:  .. :  ::...       : .: 
gi|219 KPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSV 
         330       340       350       360       370       380      
 
            30        40        50        60        70        80    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA    
        :  .:.  .. :  :..:... : .. . :  .     .  .:: ..             
gi|219 SSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWV 
         390       400       410       420       430       440      
 
gi|219 DGARTKIHSWIVKPTGFDKNKVYPLAFLIHGGPQGSWGDSWSTRWNPRVWADQGYVVVAP 
         450       460       470       480       490       500      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.2  bits: 20.2 E():   69 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (19-71:381-433) 
 
                           10        20        30        40         
PAT___             EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
       50        60        70        80                             
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                             
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (43-72:3-32) 
 
             20        30        40        50        60        70   
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
             80                                                     
PAT___ HEALGYTA                                                     
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (26-44:175-193) 
 
                    10        20        30        40        50      
PAT___      EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
          60        70        80                               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTA                               
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (6-21:182-196) 
 
                                        10        20          30    
PAT___                          EGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
            40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                                       
gi|217 DLMMIEEYPYVVIL                                  
      210       220                                    
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (6-21:182-196) 
 
                                        10        20          30    
PAT___                          EGVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
            40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                                       
gi|217 DLMMIEEYPYVVIL                                  
      210       220                                    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (48-80:49-81) 
 
        20        30        40        50        60        70        
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
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       20        30        40        50        60        70         
 
        80                           
PAT___ YTA                           
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:135-144) 
 
                10        20        30        40        50          
PAT___  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
      60        70        80                                        
PAT___ AVIGLPNDPSVRLHEALGYTA                                        
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (5-16:13-24) 
 
                       10        20        30        40        50   
PAT___         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (5-16:13-24) 
 
                       10        20        30        40        50   
PAT___         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:138-147) 
 
                10        20        30        40        50          
PAT___  EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
      60        70        80                                        
PAT___ AVIGLPNDPSVRLHEALGYTA                                        
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (37-68:238-268) 
 
         10        20        30        40        50        60       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
         70        80                                               
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PAT___ DPSVRLHEALGYTA                                               
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (52-68:118-134) 
 
              30        40        50        60        70        80  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA  
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.8 E():   88 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (36-80:226-270) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (1-21:122-140) 
 
                                             10        20        30 
PAT___                               EGVVAGIAYAGPWKARNAYDWTVESTVYVS 
                                     .:..:  ::  : : .:.  :          
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA--AYPDPAKWKNSKIWMHFARLTDF 
             100       110       120         130       140          
 
               40        50        60        70        80           
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA           
                                                                    
gi|476 NLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFH 
     150       160       170       180       190       200          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (31-55:222-246) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
               70        80                                         
PAT___ VIGLPNDPSVRLHEALGYTA                                         
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 39; 31.0% identity (55.2% similar) in 29 aa overlap (1-29:9-37) 
 
                       10        20        30        40        50   
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PAT___         EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
               .:   :. : :  .   .:  :. :.::.                        
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTA                                 
                                                                    
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (66-78:113-125) 
 
          40        50        60        70        80                
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (66-78:113-125) 
 
          40        50        60        70        80                
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA                
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 15.0 E():   92 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (13-20:19-26) 
 
                     10        20        30        40        50     
PAT___       EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (36-63:184-210) 
 
          10        20        30        40        50        60      
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
          70        80                                              
PAT___ NDPSVRLHEALGYTA                                              
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (60-68:32-40) 
 
      30        40        50        60        70        80          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA          
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
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              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (62-68:9-15) 
 
              40        50        60        70        80            
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA            
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (60-68:32-40) 
 
      30        40        50        60        70        80          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA          
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (32-70:316-351) 
 
              10        20        30        40        50        60  
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
              70        80             
PAT___ IGLPNDPSVRLHEALGYTA             
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (30-56:11-36) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    :.: .. : ::...  . . . :. ::     
gi|184                    MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQ 
                                  10        20        30         40 
 
               70        80                                         
PAT___ VIGLPNDPSVRLHEALGYTA                                         
                                                                    
gi|184 LMDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESD 
               50        60        70        80        90       100 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   96 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (30-54:30-54) 
 
               10        20        30        40        50        60 
PAT___ EGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
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               10        20        30        40        50        60 
 
               70        80                      
PAT___ VIGLPNDPSVRLHEALGYTA                      
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:46 2011 done: Wed Jan 19 14:40:47 2011 
 Total Scan time:  0.080 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 66  - 145 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:* 
  32    14     8:=*== 
  34    31    22:=====*== 
  36    32    44:========  * 
  38    49    73:=============     * 
  40    79   102:====================     * 
  42   107   125:===========================    * 
  44   122   137:===============================   * 
  46   141   140:==================================*= 
  48   190   134:=================================*============== 
  50   151   122:==============================*======= 
  52   105   107:==========================* 
  54    94    92:======================*= 
  56    92    77:===================*=== 
  58    43    63:===========    * 
  60    46    51:============* 
  62    30    41:========  * 
  64    29    33:========* 
  66    28    26:======* 
  68    15    20:====* 
  70    21    16:===*== 
  72    15    12:==*= 
  74    11    10:==* 
  76     9     8:=*= 
  78     3     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     0     3:* 
  86     4     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
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 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.21950.00282; mu= 3.6741 0.145 
 mean_var=30.7195 7.981, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.231402 
 Kolmogorov-Smirnov  statistic: 0.0491 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 28.9    0.03 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 27.4    0.38 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 27.4    0.38 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   59 24.0     1.8 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   59 24.0     1.9 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   59 23.9       2 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 23.3     3.2 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 23.3     3.2 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 22.7     3.8 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 22.7     3.9 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.3     4.3 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.1     5.1 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.0     5.7 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.0     5.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.3     5.9 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.5     6.1 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   57 23.1     7.2 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   55 22.5     7.5 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.7     7.9 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   56 22.8     8.3 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   36 17.1      12 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.1      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      15 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   52 21.5      15 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 20.7      15 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 20.9      15 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   47 20.1      19 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   51 21.1      24 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 19.7      24 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 19.7      24 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 19.7      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.8      25 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   51 21.1      27 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   47 20.0      29 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.6      30 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.6      30 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   44 19.1      31 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      32 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   48 20.2      32 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   48 20.2      32 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.1      33 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      33 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 20.2      35 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.4      35 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 19.9      36 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   47 19.9      36 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   47 19.9      37 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.6      38 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.6      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      39 
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gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.6      41 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      42 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      42 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      44 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      44 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.3      44 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      45 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      45 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.6      49 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.6      49 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 19.8      49 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 19.8      49 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.5      51 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.0      51 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.3      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      53 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      54 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.9      54 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 17.9      54 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 17.9      57 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.2      58 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.1      60 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   29 14.8      62 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      62 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.6      64 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.3      65 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.3      65 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      66 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.2      68 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.6      75 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.3      78 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.3      78 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.3      81 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.0      82 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      82 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 17.8      82 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 17.8      82 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.4      82 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.3      82 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.4      84 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 18.9      84 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.6      84 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.7      88 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.7      88 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.1      89 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 18.8      92 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      92 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      93 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      93 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      94 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.7      94 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      96 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.6      97 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.6      97 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.3      97 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.3      97 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.3      97 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.0      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 129.7  bits: 28.9 E(): 0.03 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (27-67:16-57) 
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               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                 : .   .: :::.    : . ..:::: .. .:. 
gi|217            MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAI 
                          10        20        30        40          
 
                70        80                                        
PAT___ I-GLPNDPSVRLHEALGYTAR                                        
       .  : : :                                                     
gi|217 VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGN 
      50        60        70        80        90       100          
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 110.0  bits: 27.4 E(): 0.38 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (4-70:96-168) 
 
                                          10         20        30   
PAT___                            GVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
             40               50        60        70        80      
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR      
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 110.0  bits: 27.4 E(): 0.38 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (4-70:96-168) 
 
                                          10         20        30   
PAT___                            GVVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
             40               50        60        70        80      
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR      
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.7  bits: 24.0 E():  1.8 
Smith-Waterman score: 59; 31.1% identity (51.1% similar) in 45 aa overlap (35-79:81-125) 
 
           10        20        30        40        50        60     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
        .: .  :  :. ::                                              
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.3  bits: 24.0 E():  1.9 
Smith-Waterman score: 59; 31.1% identity (51.1% similar) in 45 aa overlap (35-79:92-136) 
 
           10        20        30        40        50        60     
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PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
        .: .  :  :. ::                                              
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.1  bits: 23.9 E():    2 
Smith-Waterman score: 59; 31.1% identity (51.1% similar) in 45 aa overlap (35-79:99-143) 
 
           10        20        30        40        50        60     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
        .: .  :  :. ::                                              
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.5  bits: 23.3 E():  3.2 
Smith-Waterman score: 57; 31.1% identity (48.9% similar) in 45 aa overlap (35-79:98-142) 
 
           10        20        30        40        50        60     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
        .: .  :  :. ::                                              
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.5  bits: 23.3 E():  3.2 
Smith-Waterman score: 57; 31.1% identity (48.9% similar) in 45 aa overlap (35-79:98-142) 
 
           10        20        30        40        50        60     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
        .: .  :  :. ::                                              
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.0  bits: 22.7 E():  3.8 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (13-69:69-119) 
 
                                 10        20        30        40   
PAT___                   GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
             50        60        70        80                       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                       
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            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.9  bits: 22.7 E():  3.9 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (13-69:70-120) 
 
                                 10        20        30        40   
PAT___                   GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
             50        60        70        80                       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                       
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 91.1  bits: 21.3 E():  4.3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (7-20:53-66) 
 
                                       10        20        30       
PAT___                         GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
         40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                                    
gi|323 RTNAAVTVR                                    
             90                                     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 22.1 E():  5.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (4-20:74-90) 
 
                                          10        20        30    
PAT___                            GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
            40        50        60        70        80              
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR              
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.9  bits: 22.0 E():  5.7 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (4-20:91-107) 
 
                                          10        20        30    
PAT___                            GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR              
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.9  bits: 22.0 E():  5.7 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (4-20:91-107) 
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                                          10        20        30    
PAT___                            GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR              
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.7  bits: 22.3 E():  5.9 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (2-62:69-129) 
 
                                            10        20        30  
PAT___                              GVVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
                40        50        60        70        80          
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR          
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (34-66:3-35) 
 
            10        20        30        40        50        60    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
            70        80                                            
PAT___ PNDPSVRLHEALGYTAR                                            
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 87.1  bits: 23.1 E():  7.2 
Smith-Waterman score: 57; 28.4% identity (53.1% similar) in 81 aa overlap (1-75:219-298) 
 
                                             10        20           
PAT___                               GVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|289 VDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKY-GVAKKANLYAVKVLRSSGSGT 
      190       200       210       220        230       240        
 
      30        40        50             60        70        80     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTAR     
             :.  .. .:. :. .:.     :::. :: ..: .  :  :..:.          
gi|289 MSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVNAGVEAGLH 
       250       260       270       280       290       300        
 
gi|289 FAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 86.8  bits: 22.5 E():  7.5 
Smith-Waterman score: 55; 26.2% identity (55.0% similar) in 80 aa overlap (1-80:210-274) 
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                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :.:.::     : . :..:     .. .:  
gi|111 DNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIE----WATTNGMD-----VINMS- 
     180       190       200       210           220                
 
               40        50        60        70        80           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR           
           :: :..  : . ....    :.::.: .  :. :    ...:: :.           
gi|111 ----LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|111 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.4  bits: 21.7 E():  7.9 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (21-37:32-48) 
 
                         10        20        30        40        50 
PAT___           GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
               60        70        80                               
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTAR                               
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  56  Z-score: 86.0  bits: 22.8 E():  8.3 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (1-75:220-299) 
 
                                             10        20           
PAT___                               GVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  : :   : .:.   . 
gi|214 VDFEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGT 
     190       200       210       220        230       240         
 
      30        40        50             60        70        80     
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTAR     
             :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.          
gi|214 MSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLH 
      250       260       270       280       290       300         
 
gi|214 FAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.8  bits: 17.1 E():   12 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:1-14) 
 
               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
       ::. .: :.. : :                                               
gi|323 GVLFNIQYVNYWFAP                                              
               10                                                   
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (5-43:12-50) 
 
                      10        20         30        40        50   
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
             60        70        80                                 
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PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTAR                                 
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.6  bits: 19.6 E():   15 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (25-37:63-75) 
 
                     10        20        30        40        50     
PAT___       GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
           60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTAR 
                                  
gi|387 TIPR                       
                                  
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 81.3  bits: 21.5 E():   15 
Smith-Waterman score: 52; 23.8% identity (55.0% similar) in 80 aa overlap (1-80:206-274) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :. .::. .  : . :..:     .. .:  
gi|135 VAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMD-----VINMS- 
         180       190       200       210       220                
 
               40        50        60        70        80           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR           
           :: : .  : . ....    ..::.: .  :. :    ...:: :.           
gi|135 ----LG-GPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAV 
         230        240       250       260       270       280     
 
gi|135 DSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
          290       300       310       320       330       340     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.1  bits: 20.7 E():   15 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (13-73:70-134) 
 
                                 10        20        30        40   
PAT___                   GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
                50        60         70        80                   
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTAR                   
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.1  bits: 20.9 E():   15 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (36-79:17-59) 
 
          10        20        30        40        50        60      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
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          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.4  bits: 20.1 E():   19 
Smith-Waterman score: 47; 23.6% identity (56.4% similar) in 55 aa overlap (3-56:107-161) 
 
                                           10        20        30   
PAT___                             GVVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                     . ..: :::    . .  :.  : ... .: 
gi|501 FTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKH 
         80        90       100       110       120       130       
 
             40         50        60        70        80 
PAT___ QRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
         .:  .   .. ..: .:: : .:                         
gi|501 VVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL        
        140       150       160       170                
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (1-75:220-299) 
 
                                             10        20           
PAT___                               GVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|458 VDFEGRASWGKTIPQGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
     190       200       210       220        230       240         
 
      30        40             50        60        70        80     
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGYTAR     
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|458 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
      250       260       270       280       290       300         
 
gi|458 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
      310       320       330       340       350       360         
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (12-73:100-168) 
 
                                  10        20         30        40 
PAT___                    GVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
                50             60        70        80   
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTAR   
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (12-73:102-170) 
 
                                  10        20         30        40 
PAT___                    GVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
                50             60        70        80   
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTAR   
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
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>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 77.5  bits: 19.7 E():   25 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (12-73:103-171) 
 
                                  10        20         30        40 
PAT___                    GVVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
                50             60        70        80   
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTAR   
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (14-63:112-155) 
 
                                10        20        30        40    
PAT___                  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
            50        60        70        80                        
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                        
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 29.6% identity (50.6% similar) in 81 aa overlap (1-75:219-298) 
 
                                             10        20           
PAT___                               GVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRASWGKTIPQGDQDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
      190       200       210       220        230       240        
 
      30        40             50        60        70        80     
PAT___ HRHQRLGLGSTLYTHLLKSM-----EAQGFKSVVAVIGLPNDPSVRLHEALGYTAR     
             :.  .  .:. ::      .:.:::. :: ..: .  :  :  :.          
gi|120 MSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMH 
       250       260       270       280       290       300        
 
gi|120 FAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIG 
       310       320       330       340       350       360        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 47; 27.9% identity (53.5% similar) in 43 aa overlap (1-43:68-110) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :  :  ...: :.. :: . ::      .  
gi|664 NRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTT 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR           
       :.  ... :  ::                                                
gi|664 RRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNG 
       100       110       120       130       140       150        
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (12-19:19-26) 
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                      10        20        30        40        50    
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (12-19:19-26) 
 
                      10        20        30        40        50    
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (54-70:70-87) 
 
            30        40        50        60         70        80   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVRLHEALGYTAR   
                                     :. :...:: : : :...             
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 55; 30.0% identity (64.0% similar) in 50 aa overlap (23-66:61-109) 
 
                       10        20        30             40        
PAT___         GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
        50         60        70        80                           
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTAR                           
       .. ..:..:::   . .:.:                                         
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:289-326) 
 
                                             10          20         
PAT___                               GVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
gi|336 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
 
       30        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
        . :. ::...                                          
gi|336 ERGHNSLGINNFVTYATL                                   
         320       330                                      
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 62; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:289-326) 
 
                                             10          20         
PAT___                               GVVAGIAYAGPWKARNAYD--WTVESTVYV 
                                     :.: :. :   :  ::..   :   .  :: 
AOID|2 NYFRNLGNGVLRGVAYNDAYTDHAVILVGWGTVQGVDY---WIIRNSWGTGWGNGGYGYV 
      260       270       280       290          300       310      
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       30        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
        . :. ::...                                          
AOID|2 ERGHNSLGINNYVTYATL                                   
         320       330                                      
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (23-65:61-109) 
 
                       10        20        30        40        50   
PAT___         GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                   60        70        80                           
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTAR                           
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (36-61:50-75) 
 
          10        20        30        40        50        60      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
          70        80                                              
PAT___ DPSVRLHEALGYTAR                                              
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 48; 28.6% identity (51.9% similar) in 77 aa overlap (1-75:84-159) 
 
                                             10        20           
PAT___                               GVVAGIAYAGPWKARNAYDWTV-ESTVYVS 
                                     :..::  : :  :  :.:   : .:.   . 
gi|120 VDFEGRANWGKTIPEGDEDVDGNGHGTHCSGTIAGKKY-GVAKKANVYAVKVLRSNGSGT 
            60        70        80        90        100       110   
 
      30        40        50         60        70        80         
PAT___ HRHQRLGLGSTLYTHLLKSMEAQ-GFKSVVAVIGLPNDPSVRLHEALGYTAR         
             :.  .  .:. :.  .. :::. :: ..: .  :  :  :.              
gi|120 MSDVVKGVEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVA 
            120       130       140       150       160       170   
 
gi|120 AGNDNADACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYA 
            180       190       200       210       220       230   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 74.6  bits: 22.4 E():   35 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (45-68:481-504) 
 
           20        30        40        50        60        70     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
           80                                                       
PAT___ LGYTAR                                                       
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
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              520       530       540       550       560       570 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 47; 32.5% identity (67.5% similar) in 40 aa overlap (36-74:50-88) 
 
          10        20        30        40        50        60      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
          . .. ::                                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.9 E():   36 
Smith-Waterman score: 47; 27.9% identity (53.5% similar) in 43 aa overlap (1-43:128-170) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :  :  ...: :.. :: . ::      .  
gi|668 NRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTT 
       100       110       120       130       140       150        
 
               40        50        60        70        80           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR           
       :.  ... :  ::                                                
gi|668 RRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNG 
       160       170       180       190       200       210        
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 19.9 E():   37 
Smith-Waterman score: 47; 27.9% identity (53.5% similar) in 43 aa overlap (1-43:128-170) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     :  :  ...: :.. :: . ::      .  
gi|833 NRPTMEAVGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTT 
       100       110       120       130       140       150        
 
               40        50        60        70        80           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR           
       :.  ... :  ::                                                
gi|833 RRWLVSMCSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNG 
       160       170       180       190       200       210        
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (25-43:174-192) 
 
                     10        20        30        40        50     
PAT___       GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
           60        70        80                              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTAR                              
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (25-55:175-199) 
 
                     10        20        30        40        50     
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PAT___       GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
           60        70        80                                   
PAT___ KSVVAVIGLPNDPSVRLHEALGYTAR                                   
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.5 E():   39 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:31-40) 
 
                 10        20        30        40        50         
PAT___   GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ AVIGLPNDPSVRLHEALGYTAR                                       
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (1-21:259-276) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT          
      230       240       250       260          270                
 
               40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (50-80:35-67) 
 
      20        30        40        50           60        70       
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         80                                              
PAT___ YTAR                                              
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (50-80:35-67) 
 
      20        30        40        50           60        70       
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         80                                              
PAT___ YTAR                                              
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.8  bits: 19.3 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (31-69:187-222) 
 
               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
               70        80            
PAT___ IGLPNDPSVRLHEALGYTAR            
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (54-68:11-25) 
 
            30        40        50        60        70        80    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR    
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (54-68:11-25) 
 
            30        40        50        60        70        80    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR    
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
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gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (1-21:277-294) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|156 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                                          
gi|156 QAGNNLMMIEQYPYVVIM                                 
           310       320                                  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (1-21:277-294) 
 
                                             10        20        30 
PAT___                               GVVAGIAYAGPWKARNAYDWTVESTVYVSH 
                                     : . :. :   : .::..: :          
gi|275 RAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTTWGDSGYGYF 
        250       260       270       280          290       300    
 
               40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                                          
gi|275 QAGNNLMMIEQYPYVVIM                                 
           310       320                                  
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.9  bits: 19.8 E():   49 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (6-39:250-290) 
 
                                        10        20        30      
PAT___                          GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  40        50        60        70        80        
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR        
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.9  bits: 19.8 E():   49 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (6-39:250-290) 
 
                                        10        20        30      
PAT___                          GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                  40        50        60        70        80        
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR        
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.5 E():   51 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (15-22:234-241) 
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                               10        20        30        40     
PAT___                 GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
           50        60        70        80                         
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                         
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 19.0 E():   51 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (48-66:44-62) 
 
        20        30        40        50        60        70        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
        80                                                          
PAT___ TAR                                                          
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (36-74:35-72) 
 
          10        20        30        40        50        60      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
          70        80                                              
PAT___ DPSVRLHEALGYTAR                                              
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:91-116) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (37-60:92-117) 
 
         10        20        30        40          50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           70        80                        
PAT___ NDPSVRLHEALGYTAR                        
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (34-66:18-50) 
 
            10        20        30        40        50        60    
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
            70        80                                            
PAT___ PNDPSVRLHEALGYTAR                                            
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (48-66:17-35) 
 
        20        30        40        50        60        70        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
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                             10        20        30        40       
 
        80                                                          
PAT___ TAR                                                          
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (48-66:17-35) 
 
        20        30        40        50        60        70        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
        80                                                          
PAT___ TAR                                                          
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   57 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (4-15:13-24) 
 
                        10        20        30        40        50  
PAT___          GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (31-69:250-285) 
 
               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
               70        80            
PAT___ IGLPNDPSVRLHEALGYTAR            
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (45-68:104-126) 
 
           20        30        40        50        60        70     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
           80                                                       
PAT___ LGYTAR                                                       
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.2  bits: 14.8 E():   62 
Smith-Waterman score: 29; 44.4% identity (88.9% similar) in 9 aa overlap (1-9:1-9) 
 
               10        20        30        40        50        60 
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PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
       : :.:...:                                                    
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (25-43:138-156) 
 
                     10        20        30        40        50     
PAT___       GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
           60        70        80                              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTAR                              
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (3-23:12-32) 
 
                        10        20        30        40        50  
PAT___          GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
              60        70        80                 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTAR                 
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.7  bits: 20.3 E():   65 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (18-70:381-433) 
 
                            10        20        30        40        
PAT___              GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
        50        60        70        80                            
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                            
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.7  bits: 20.3 E():   65 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (18-70:381-433) 
 
                            10        20        30        40        
PAT___              GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
        50        60        70        80                            
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                            
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.6  bits: 14.8 E():   66 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2120



 

 

Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (4-11:3-10) 
 
               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
          :: : :.:                                                  
gi|751  ADAGYAPAAPGTQPKA                                            
                10                                                  
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (42-71:3-32) 
 
              20        30        40        50        60        70  
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
              80                                                    
PAT___ HEALGYTAR                                                    
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (25-43:175-193) 
 
                     10        20        30        40        50     
PAT___       GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
           60        70        80                              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTAR                              
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (5-20:182-196) 
 
                                         10          20        30   
PAT___                           GVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
             40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                                        
gi|217 DLMMIEEYPYVVIL                                   
      210       220                                     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (5-20:182-196) 
 
                                         10          20        30   
PAT___                           GVVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
             40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                                        
gi|217 DLMMIEEYPYVVIL                                   
      210       220                                     
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:135-144) 
 
                 10        20        30        40        50         
PAT___   GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
       60        70        80                                       
PAT___ AVIGLPNDPSVRLHEALGYTAR                                       
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.9  bits: 20.0 E():   82 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (18-70:381-433) 
 
                            10        20        30        40        
PAT___              GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
        50        60        70        80                            
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR                            
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (47-79:49-81) 
 
         20        30        40        50        60        70       
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
         80                          
PAT___ YTAR                          
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (4-15:13-24) 
 
                        10        20        30        40        50  
PAT___          GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (4-15:13-24) 
 
                        10        20        30        40        50  
PAT___          GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.9  bits: 19.4 E():   82 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2122



 

 

Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (36-67:238-268) 
 
          10        20        30        40        50        60      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
          70        80                                              
PAT___ DPSVRLHEALGYTAR                                              
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:138-147) 
 
                 10        20        30        40        50         
PAT___   GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
       60        70        80                                       
PAT___ AVIGLPNDPSVRLHEALGYTAR                                       
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (30-54:222-246) 
 
                10        20        30        40        50          
PAT___  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
      60        70        80                                        
PAT___ VIGLPNDPSVRLHEALGYTAR                                        
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (35-79:226-270) 
 
           10        20        30        40        50        60     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:118-134) 
 
               30        40        50        60        70        80 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
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gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (65-77:113-125) 
 
           40        50        60        70        80               
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR               
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (65-77:113-125) 
 
           40        50        60        70        80               
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR               
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.3  bits: 19.1 E():   89 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (35-62:184-210) 
 
           10        20        30        40        50        60     
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
           70        80                                             
PAT___ NDPSVRLHEALGYTAR                                             
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (31-69:316-351) 
 
               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
               70        80            
PAT___ IGLPNDPSVRLHEALGYTAR            
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (59-67:32-40) 
 
       30        40        50        60        70        80         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR         
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
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gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (59-67:32-40) 
 
       30        40        50        60        70        80         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR         
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.2 E():   93 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (61-67:9-15) 
 
               40        50        60        70        80           
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR           
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.8  bits: 15.0 E():   94 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (12-19:19-26) 
 
                      10        20        30        40        50    
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (29-55:11-36) 
 
               10        20        30        40        50        60 
PAT___ GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                   :.: .. : ::...  . . . :. ::      
gi|184                   MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQL 
                                 10        20        30         40  
 
               70        80                                         
PAT___ IGLPNDPSVRLHEALGYTAR                                         
                                                                    
gi|184 MDRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDD 
              50        60        70        80        90       100  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   96 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (29-53:30-54) 
 
                10        20        30        40        50          
PAT___  GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
      60        70        80                     
PAT___ VIGLPNDPSVRLHEALGYTAR                     
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
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>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.6 E():   97 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:154-170) 
 
               30        40        50        60        70        80 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.6 E():   97 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:154-170) 
 
               30        40        50        60        70        80 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (24-45:124-147) 
 
                      10        20        30          40        50  
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              60        70        80                                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTAR                                
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (24-45:124-147) 
 
                      10        20        30          40        50  
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              60        70        80                                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTAR                                
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (24-45:124-147) 
 
                      10        20        30          40        50  
PAT___        GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              60        70        80                                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTAR                                

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2126



 

 

                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (28-50:182-206) 
 
                  10        20        30           40        50     
PAT___    GVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
           60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTAR 
                                  
gi|162 PKTKVIPYVRYL               
              220                 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:47 2011 done: Wed Jan 19 14:40:47 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 67  - 146 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     8     2:*= 
  32    13     8:=*== 
  34    33    22:=====*=== 
  36    33    44:========= * 
  38    56    73:==============    * 
  40    87   102:======================   * 
  42   109   125:============================   * 
  44   115   137:=============================     * 
  46   131   140:================================= * 
  48   189   134:=================================*============== 
  50   140   122:==============================*==== 
  52    94   107:========================  * 
  54    87    92:======================* 
  56    84    77:===================*= 
  58    65    63:===============*= 
  60    33    51:=========   * 
  62    40    41:==========* 
  64    21    33:======  * 
  66    31    26:======*= 
  68    33    20:====*==== 
  70    10    16:===* 
  72    21    12:==*=== 
  74    13    10:==*= 
  76     9     8:=*= 
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  78     5     6:=* 
  80     4     5:=* 
  82     4     3:* 
  84     2     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     3     0:=         *=== 
 112     0     0:          * 
 114     2     0:=         *== 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.91240.00278; mu= 5.1200 0.144 
 mean_var=27.0180 7.290, 0's: 2 Z-trim: 8  B-trim: 72 in 1/43 
 Lambda= 0.246745 
 Kolmogorov-Smirnov  statistic: 0.0443 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.8   0.015 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 28.3     0.2 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 28.3     0.2 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   64 26.4    0.33 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   64 26.4    0.35 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   64 26.4    0.36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   62 25.7    0.59 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   62 25.7    0.59 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.3     2.6 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.3     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.8     3.1 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.6     3.5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.6     3.9 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.6     3.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   54 22.9       4 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.0     4.3 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.7       9 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 21.4      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.0      11 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.1      11 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   47 20.5      12 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   47 20.5      15 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   50 21.3      17 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.3      18 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.1      18 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.1      19 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.1      19 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.6      20 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   48 20.7      21 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.0      23 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      25 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      26 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      27 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.9      28 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 20.0      28 
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gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.0      29 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.9      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      32 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.1      34 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.1      34 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      35 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 20.0      35 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.5      36 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.5      36 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 20.0      36 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.8      36 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.8      36 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.2      37 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.2      37 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      39 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.9      39 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.6      41 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      43 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      43 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      43 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      43 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      43 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      43 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      43 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      43 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      43 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      44 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.6      45 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.1      45 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.1      45 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      47 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.8      48 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.8      48 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      50 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      53 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 17.8      54 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      60 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.4      61 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      63 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.6      64 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.6      64 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      65 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      65 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      66 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      67 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.9      68 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.0      69 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.0      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      69 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   42 18.6      70 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      71 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      72 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      73 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.0      74 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.0      74 
gi|32363467|sp||P82946_4 [Segment 4 of 4] Major po (  15)   28 14.5      77 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   42 18.6      78 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      78 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      78 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   42 18.6      78 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      79 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      79 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      79 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      79 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      79 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      79 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      81 
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gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      81 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      82 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      84 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      84 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      89 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      89 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      89 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      89 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      89 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      89 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      89 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      89 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      91 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      91 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      93 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   43 18.8      94 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      96 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   35 16.5      97 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      98 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   41 18.2      99 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 17.9      99 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 17.9      99 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   40 17.9   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 135.0  bits: 29.8 E(): 0.015 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (26-66:16-57) 
 
               10        20        30        40        50        60 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                : .   .: :::.    : . ..:::: .. .:.. 
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIV 
                         10        20        30        40        50 
 
                70        80                                        
PAT___ -GLPNDPSVRLHEALGYTARG                                        
         : : :                                                      
gi|217 EKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNW 
               60        70        80        90       100       110 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 115.0  bits: 28.3 E():  0.2 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (3-69:96-168) 
 
                                           10         20        30  
PAT___                             VVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
              40               50        60        70        80     
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG     
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 115.0  bits: 28.3 E():  0.2 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (3-69:96-168) 
 
                                           10         20        30  
PAT___                             VVAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
              40               50        60        70        80     
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PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG     
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 111.0  bits: 26.4 E(): 0.33 
Smith-Waterman score: 64; 31.9% identity (51.1% similar) in 47 aa overlap (34-80:81-127) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
        .: .  :  :. :: :                                            
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 110.6  bits: 26.4 E(): 0.35 
Smith-Waterman score: 64; 31.9% identity (51.1% similar) in 47 aa overlap (34-80:92-138) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
        .: .  :  :. :: :                                            
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 110.4  bits: 26.4 E(): 0.36 
Smith-Waterman score: 64; 31.9% identity (51.1% similar) in 47 aa overlap (34-80:99-145) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
        .: .  :  :. :: :                                            
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 106.6  bits: 25.7 E(): 0.59 
Smith-Waterman score: 62; 31.9% identity (48.9% similar) in 47 aa overlap (34-80:98-144) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
        .: .  :  :. :: :                                            
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
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>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 106.6  bits: 25.7 E(): 0.59 
Smith-Waterman score: 62; 31.9% identity (48.9% similar) in 47 aa overlap (34-80:98-144) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
        .: .  :  :. :: :                                            
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.2  bits: 23.3 E():  2.6 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (12-68:69-119) 
 
                                  10        20        30        40  
PAT___                    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
              50        60        70        80                      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                      
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.1  bits: 23.3 E():  2.6 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (12-68:70-120) 
 
                                  10        20        30        40  
PAT___                    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
              50        60        70        80                      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                      
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.7  bits: 21.8 E():  3.1 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (6-19:53-66) 
 
                                        10        20        30      
PAT___                          VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
          40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                                     
gi|323 RTNAAVTVR                                     
             90                                      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.7  bits: 22.6 E():  3.5 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (3-19:74-90) 
 
                                           10        20        30   
PAT___                             VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
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                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
             40        50        60        70        80             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG             
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.9  bits: 22.6 E():  3.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (3-19:91-107) 
 
                                           10        20        30   
PAT___                             VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG             
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.9  bits: 22.6 E():  3.9 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (3-19:91-107) 
 
                                           10        20        30   
PAT___                             VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG             
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 91.7  bits: 22.9 E():    4 
Smith-Waterman score: 54; 28.6% identity (55.6% similar) in 63 aa overlap (1-61:69-129) 
 
                                             10        20        30 
PAT___                               VVAGIAYAGPWKARNAYDWTVESTVYVSHR 
                                     :  : :..:  .:.   .  :   : ..:  
gi|111 EVVVSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHS 
       40        50        60        70        80        90         
 
                 40        50        60        70        80         
PAT___ HQR--LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG         
       ..:  .: .: .  . .    :::.: :.: .:                            
gi|111 ERRSLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIK 
       100       110       120        130       140       150       
 
gi|111 DWTNVVVAYEPVWAIGTGKVASPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGA 
        160       170       180       190       200       210       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 91.1  bits: 22.0 E():  4.3 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (33-65:3-35) 
 
             10        20        30        40        50        60   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
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             70        80                                           
PAT___ PNDPSVRLHEALGYTARG                                           
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.2  bits: 22.2 E():  5.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (20-36:32-48) 
 
                          10        20        30        40          
PAT___            VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
      50        60        70        80                              
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARG                              
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (4-42:12-50) 
 
                       10        20         30        40        50  
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
              60        70        80                                
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARG                                
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (35-78:17-59) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.6  bits: 20.0 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (24-36:63-75) 
 
                      10        20        30        40        50    
PAT___        VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
            60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARG 
                                   
gi|387 TIPR                        
                                   
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
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 initn:  40 init1:  40 opt:  49  Z-score: 83.6  bits: 21.1 E():   11 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (12-72:70-134) 
 
                                  10        20        30        40  
PAT___                    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
                 50        60         70        80                  
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARG                  
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 83.2  bits: 20.5 E():   12 
Smith-Waterman score: 47; 37.5% identity (71.9% similar) in 32 aa overlap (53-80:70-101) 
 
             30        40        50        60          70           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
       80                                                   
PAT___ RG                                                   
       ::                                                   
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.6  bits: 20.5 E():   15 
Smith-Waterman score: 47; 23.6% identity (56.4% similar) in 55 aa overlap (2-55:107-161) 
 
                                            10        20        30  
PAT___                              VVAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                     . ..: :::    . .  :.  : ... .: 
gi|501 FTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKH 
         80        90       100       110       120       130       
 
              40         50        60        70        80 
PAT___ QRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
         .:  .   .. ..: .:: : .:                          
gi|501 VVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL         
        140       150       160       170                 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 80.4  bits: 21.3 E():   17 
Smith-Waterman score: 50; 24.7% identity (55.8% similar) in 77 aa overlap (3-79:209-274) 
 
                                           10        20        30   
PAT___                             VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     .::. .  : . :..:     .. .:     
gi|111 LDNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMD-----VINMS---- 
      180       190       200       210       220                   
 
             40        50        60        70        80             
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG             
        :: :..  : . ....    :.::.: .  :. :    ...:: :.              
gi|111 -LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
      230        240       250       260       270       280        
 
gi|111 SNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSA 
       290       300       310       320       330       340        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.8  bits: 21.3 E():   18 
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Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (13-62:112-155) 
 
                                 10        20        30        40   
PAT___                   VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
             50        60        70        80                       
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                       
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.7  bits: 20.1 E():   18 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (11-72:100-168) 
 
                                   10        20         30          
PAT___                     VVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
      40         50             60        70        80  
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARG  
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.6  bits: 20.1 E():   19 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (11-72:102-170) 
 
                                   10        20         30          
PAT___                     VVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
      40         50             60        70        80  
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARG  
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.6  bits: 20.1 E():   19 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (11-72:103-171) 
 
                                   10        20         30          
PAT___                     VVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
      40         50             60        70        80  
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARG  
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 21.6 E():   20 
Smith-Waterman score: 51; 34.5% identity (72.4% similar) in 29 aa overlap (46-74:270-298) 
 
          20        30        40        50        60        70      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.  
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
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          80                                                        
PAT___ YTARG                                                        
                                                                    
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 48; 29.2% identity (68.8% similar) in 48 aa overlap (35-80:50-96) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
            70         80                                           
PAT___ NDPSVRLHEA-LGYTARG                                           
          . .. :: .. ...:                                           
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.8  bits: 23.0 E():   23 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (44-67:481-504) 
 
            20        30        40        50        60        70    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
            80                                                      
PAT___ LGYTARG                                                      
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (22-80:61-124) 
 
                        10        20        30             40       
PAT___          VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
         50         60        70        80                          
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARG                          
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (22-64:61-109) 
 
                        10        20        30        40        50  
PAT___          VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                    60        70        80                          
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARG                          
       .   :.:.   . ... :.                                          
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gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (35-60:50-75) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.7  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (11-18:19-26) 
 
                       10        20        30        40        50   
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.7  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (11-18:19-26) 
 
                       10        20        30        40        50   
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.9 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (46-74:271-299) 
 
          20        30        40        50        60        70      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
          80                                                        
PAT___ YTARG                                                        
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.0 E():   28 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (7-42:75-110) 
 
                                       10        20        30       
PAT___                         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
         40        50        60        70        80                 
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                 
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2138



 

 

>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (24-42:174-192) 
 
                      10        20        30        40        50    
PAT___        VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
            60        70        80                             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARG                             
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (24-54:175-199) 
 
                      10        20        30        40        50    
PAT___        VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
            60        70        80                                  
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARG                                  
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (46-74:270-298) 
 
          20        30        40        50        60        70      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
          80                                                        
PAT___ YTARG                                                        
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 18.8 E():   32 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:31-40) 
 
                  10        20        30        40        50        
PAT___    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ AVIGLPNDPSVRLHEALGYTARG                                      
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
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gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.8  bits: 19.7 E():   35 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (30-68:187-222) 
 
                10        20        30        40        50          
PAT___  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
      60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARG           
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (7-42:135-170) 
 
                                       10        20        30       
PAT___                         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                 
        :  ::                                                       
gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (49-79:35-67) 
 
       20        30        40        50           60        70      
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          80                                             
PAT___ YTARG                                             
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
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            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (49-79:35-67) 
 
       20        30        40        50           60        70      
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          80                                             
PAT___ YTARG                                             
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (7-42:135-170) 
 
                                       10        20        30       
PAT___                         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
         40        50        60        70        80                 
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                 
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (53-67:11-25) 
 
             30        40        50        60        70        80   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG   
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (53-67:11-25) 
 
             30        40        50        60        70        80   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG   
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (5-38:250-290) 
 
                                         10        20        30     
PAT___                           VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   40        50        60        70        80       
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PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG       
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (5-38:250-290) 
 
                                         10        20        30     
PAT___                           VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                   40        50        60        70        80       
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG       
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.9  bits: 20.5 E():   39 
Smith-Waterman score: 48; 29.1% identity (49.4% similar) in 79 aa overlap (2-74:222-299) 
 
                                            10        20         30 
PAT___                              VVAGIAYAGPWKARNAYDWTV-ESTVYVSHR 
                                     .::  : :  :  : :   : .:.   .   
gi|214 FEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGTMS 
             200       210       220        230       240       250 
 
               40        50             60        70        80      
PAT___ HQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARG      
           :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.            
gi|214 DVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLHFA 
              260       270       280       290       300       310 
 
gi|214 VAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIGSK 
              320       330       340       350       360       370 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (14-21:234-241) 
 
                                10        20        30        40    
PAT___                  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
            50        60        70        80                        
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                        
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.3 E():   40 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (47-65:44-62) 
 
         20        30        40        50        60        70       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
         80                                                         
PAT___ TARG                                                         
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (35-73:35-72) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:91-116) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2143



 

 

                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (36-59:92-117) 
 
          10        20        30        40          50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            70        80                       
PAT___ NDPSVRLHEALGYTARG                       
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (33-65:18-50) 
 
             10        20        30        40        50        60   
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
             70        80                                           
PAT___ PNDPSVRLHEALGYTARG                                           
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.7  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (44-67:104-126) 
 
            20        30        40        50        60        70    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
            80                                                      
PAT___ LGYTARG                                                      
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (30-68:250-285) 
 
                10        20        30        40        50          
PAT___  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
      60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARG           
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.1 E():   45 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (47-65:17-35) 
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         20        30        40        50        60        70       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
         80                                                         
PAT___ TARG                                                         
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.1 E():   45 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (47-65:17-35) 
 
         20        30        40        50        60        70       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
         80                                                         
PAT___ TARG                                                         
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (3-14:13-24) 
 
                         10        20        30        40        50 
PAT___           VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.2  bits: 20.8 E():   48 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (17-69:381-433) 
 
                             10        20        30        40       
PAT___               VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
         50        60        70        80                           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                           
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.2  bits: 20.8 E():   48 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (17-69:381-433) 
 
                             10        20        30        40       
PAT___               VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
         50        60        70        80                           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                           
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 19.0 E():   50 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (24-42:138-156) 
 
                      10        20        30        40        50    
PAT___        VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
            60        70        80                             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARG                             
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (41-70:3-32) 
 
               20        30        40        50        60        70 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
               80                                                   
PAT___ HEALGYTARG                                                   
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (2-22:12-32) 
 
                         10        20        30        40        50 
PAT___           VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
               60        70        80                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARG                
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (24-42:175-193) 
 
                      10        20        30        40        50    
PAT___        VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
            60        70        80                             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARG                             
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 20.4 E():   61 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (17-69:381-433) 
 
                             10        20        30        40       
PAT___               VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
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              360       370       380       390       400       410 
 
         50        60        70        80                           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                           
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (35-66:238-268) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (4-19:182-196) 
 
                                          10          20        30  
PAT___                            VVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
              40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                                         
gi|217 DLMMIEEYPYVVIL                                    
      210       220                                      
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (4-19:182-196) 
 
                                          10          20        30  
PAT___                            VVAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
              40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                                         
gi|217 DLMMIEEYPYVVIL                                    
      210       220                                      
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (29-53:222-246) 
 
                 10        20        30        40        50         
PAT___   VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
       60        70        80                                       
PAT___ VIGLPNDPSVRLHEALGYTARG                                       
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
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>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.7  bits: 14.8 E():   65 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (3-10:3-10) 
 
               10        20        30        40        50        60 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
         :: : :.:                                                   
gi|751 ADAGYAPAAPGTQPKA                                             
               10                                                   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:135-144) 
 
                  10        20        30        40        50        
PAT___    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
        60        70        80                                      
PAT___ AVIGLPNDPSVRLHEALGYTARG                                      
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (34-78:226-270) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:138-147) 
 
                  10        20        30        40        50        
PAT___    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
        60        70        80                                      
PAT___ AVIGLPNDPSVRLHEALGYTARG                                      
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:118-134) 
 
      20        30        40        50        60        70          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
      80                                                            
PAT___ G                                                            
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gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (3-14:13-24) 
 
                         10        20        30        40        50 
PAT___           VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (3-14:13-24) 
 
                         10        20        30        40        50 
PAT___           VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 19.5 E():   69 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (34-61:184-210) 
 
            10        20        30        40        50        60    
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
            70        80                                            
PAT___ NDPSVRLHEALGYTARG                                            
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 42; 26.1% identity (43.5% similar) in 46 aa overlap (35-80:68-113) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
       .: .  :  :.  : :                                             
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.1  bits: 17.4 E():   71 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (46-78:49-81) 
 
          20        30        40        50        60        70      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
          80                         
PAT___ YTARG                         
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2150



 

 

 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (47-80:24-57) 
 
         20        30        40        50        60        70       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
         80                                                     
PAT___ TARG                                                     
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (30-68:316-351) 
 
                10        20        30        40        50          
PAT___  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
      60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARG           
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (64-76:113-125) 
 
            40        50        60        70        80              
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG              
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (64-76:113-125) 
 
            40        50        60        70        80              
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG              
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|32363467|sp||P82946_4 [Segment 4 of 4] Major pollen  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.4  bits: 14.5 E():   77 
Smith-Waterman score: 28; 38.5% identity (69.2% similar) in 13 aa overlap (1-13:2-14) 
 
                10        20        30        40        50          
PAT___  VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
        :. .: :.. : :                                               
gi|323 GVLFNIQYVNYWFAP                                              
               10                                                   
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
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Smith-Waterman score: 42; 26.1% identity (43.5% similar) in 46 aa overlap (35-80:91-136) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
       .: .  :  :.  : :                                             
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:154-170) 
 
      20        30        40        50        60        70          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      80                                                            
PAT___ G                                                            
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:154-170) 
 
      20        30        40        50        60        70          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      80                                                            
PAT___ G                                                            
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 26.1% identity (43.5% similar) in 46 aa overlap (35-80:91-136) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
       .: .  :  :.  : :                                             
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (58-66:32-40) 
 
        30        40        50        60        70        80        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG        
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
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gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (28-54:11-36) 
 
               10        20        30        40        50        60 
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                  :.: .. : ::...  . . . :. ::       
gi|184                  MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLM 
                                10        20        30         40   
 
               70        80                                         
PAT___ GLPNDPSVRLHEALGYTARG                                         
                                                                    
gi|184 DRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDD 
             50        60        70        80        90       100   
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (23-44:124-147) 
 
                       10        20        30          40        50 
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               60        70        80                               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARG                               
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (23-44:124-147) 
 
                       10        20        30          40        50 
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               60        70        80                               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARG                               
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (23-44:124-147) 
 
                       10        20        30          40        50 
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               60        70        80                               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARG                               
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.7 E():   79 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (58-66:32-40) 
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        30        40        50        60        70        80        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG        
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (60-66:9-15) 
 
      30        40        50        60        70        80          
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG          
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (27-49:182-206) 
 
                   10        20        30           40        50    
PAT___     VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
            60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARG 
                                   
gi|162 PKTKVIPYVRYL                
              220                  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:181-190) 
 
                  10        20        30        40        50        
PAT___    VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
        60        70        80                                      
PAT___ AVIGLPNDPSVRLHEALGYTARG                                      
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (28-52:30-54) 
 
                 10        20        30        40        50         
PAT___   VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       60        70        80                    
PAT___ VIGLPNDPSVRLHEALGYTARG                    
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
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>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (20-63:117-159) 
 
                          10        20        30        40          
PAT___            VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
      50        60        70        80                              
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARG                              
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2155



 

 

gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
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        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
PAT___      VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          60        70        80                                    
PAT___ VVAVIGLPNDPSVRLHEALGYTARG                                    
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 15.0 E():   91 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (11-18:19-26) 
 
                       10        20        30        40        50   
PAT___         VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (27-41:118-132) 
 
                   10        20        30        40        50       
PAT___     VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
         60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARG 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (31-64:237-273) 
 
               10        20        30        40        50           
PAT___ VVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
        60        70        80                                      
PAT___ AVIGLPNDPSVRLHEALGYTARG                                      
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 43; 43.8% identity (68.8% similar) in 16 aa overlap (52-67:67-81) 
 
              30        40        50        60        70        80  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG  
                                     ::. . .:.  : :::               
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 66.7  bits: 19.7 E():   96 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (18-51:183-216) 
 
                            10        20         30        40       
PAT___              VVAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
         50        60        70        80                           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG                           
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 16.5 E():   97 
Smith-Waterman score: 38; 35.0% identity (75.0% similar) in 20 aa overlap (45-64:18-35) 
 
           20        30        40        50        60        70     
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     .:.:::....:   ..  ::           
gi|162              LSKDIGSESTEDQAMEDIKQMEAESISSSEEIV--PNSVEQKQIQKE 
                            10        20        30          40      
 
           80                          
PAT___ GYTARG                          
                                       
gi|162 DVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
          50        60        70       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   98 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (36-45:3-12) 
 
          10        20        30        40        50        60      
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:.....:..                     
gi|131                             GPVGGVVHAHMMPLL                  
                                           10                       
 
          70        80 
PAT___ PSVRLHEALGYTARG 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 41; 26.1% identity (43.5% similar) in 46 aa overlap (35-80:91-136) 
 
           10        20        30        40        50        60     
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
           70        80                                             
PAT___ DPSVRLHEALGYTARG                                             
       .: .  :  :.  : :                                             
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (45-61:154-170) 
 
           20        30        40        50        60        70     
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
           80                           
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PAT___ GYTARG                           
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (45-61:154-170) 
 
           20        30        40        50        60        70     
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
           80                           
PAT___ GYTARG                           
                                        
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (32-72:103-148) 
 
              10        20        30          40           50       
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|616 GIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
             80        90       100       110       120       130   
 
         60        70        80                                     
PAT___ VAVIGLPNDPSVRLHEALGYTARG                                     
       ...::. .  . : ..                                             
gi|616 AVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
            140       150       160       170       180       190   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:47 2011 done: Wed Jan 19 14:40:47 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 68  - 147 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     9     2:*== 
  32    17     8:==*=== 
  34    36    22:=======*==== 
  36    40    44:==============* 
  38    76    73:========================*= 
  40    86   102:=============================    * 
  42   100   125:==================================       * 
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  44   106   137:====================================         * 
  46   133   140:============================================= * 
  48   175   134:============================================*============== 
  50   132   122:========================================*=== 
  52    90   107:==============================     * 
  54    87    92:============================= * 
  56    82    77:=========================*== 
  58    64    63:====================*= 
  60    35    51:============    * 
  62    34    41:============ * 
  64    29    33:==========* 
  66    26    26:========* 
  68    29    20:======*=== 
  70    18    16:=====* 
  72    14    12:===*= 
  74    20    10:===*=== 
  76    11     8:==*= 
  78     6     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     4     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     2     0:=         *== 
 110     0     0:          * 
 112     2     0:=         *== 
 114     1     0:=         *= 
 116     2     0:=         *== 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.02570.00289; mu= 4.6158 0.149 
 mean_var=24.6693 6.140, 0's: 2 Z-trim: 8  B-trim: 200 in 2/42 
 Lambda= 0.258224 
 Kolmogorov-Smirnov  statistic: 0.0302 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 30.6  0.0093 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 28.8    0.14 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 28.8    0.14 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   64 26.9    0.24 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   64 26.9    0.25 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   64 26.9    0.26 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   62 26.1    0.44 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   62 26.1    0.44 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.6       2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.6       2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 22.1     2.4 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.9     2.8 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.9     3.1 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.9     3.1 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.3     3.4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.8     4.1 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.5     4.5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.9     7.7 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.2     9.3 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 21.7     9.5 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.4     9.5 
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gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   47 20.8     9.9 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   47 20.7      12 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   50 21.5      15 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.3      16 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.3      16 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.5      16 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.3      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.7      18 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   48 20.9      19 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.1      22 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.7      22 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 17.1      22 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 17.1      22 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.7      23 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.6      23 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 20.2      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.1      25 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.2      26 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.2      26 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 19.0      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      28 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.3      30 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.3      30 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.8      31 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.7      31 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.7      31 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 20.1      32 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 19.0      32 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 19.0      32 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 20.1      32 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.4      34 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.4      34 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.1      35 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.7      35 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.5      36 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.8      37 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.9      38 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.9      38 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.9      38 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.9      38 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.9      38 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.9      38 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.9      38 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.9      38 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.9      38 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.9      39 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   44 19.5      39 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.3      40 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.3      40 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      41 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      41 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.3      42 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   44 19.4      43 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   44 19.4      44 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      45 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      45 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.1      45 
gi|22796153|emb|CAD42710.1| hydrophobin [Davidiell ( 105)   39 18.0      48 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.7      49 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.7      54 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.1      55 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.0      55 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      58 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.8      58 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.8      58 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      59 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.7      60 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      61 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.7      61 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      62 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.2      62 
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gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.2      62 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      63 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.6      64 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.6      65 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      65 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.1      68 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.1      68 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.3      68 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.8      72 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.8      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.1      73 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 19.0      73 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 19.0      73 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.5      73 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.7      74 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.7      74 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.7      74 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.4      75 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.2      76 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.7      76 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.2      80 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      80 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.8      82 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.8      82 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.8      82 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.8      82 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.8      82 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.8      82 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.8      82 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.8      82 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.8      82 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.5      84 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.3      84 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   41 18.3      85 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   35 16.6      88 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      89 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      92 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      93 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      93 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   41 18.3      93 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   38 17.5      93 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   40 18.0      93 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   41 18.3      96 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   41 18.3      96 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   40 18.0      97 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   40 18.0      97 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.2      98 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   38 17.4      98 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   41 18.3      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 138.9  bits: 30.6 E(): 0.0093 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (25-65:16-57) 
 
               10        20        30        40        50           
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI- 
                               : .   .: :::.    : . ..:::: .. .:..  
gi|217          MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVE 
                        10        20        30        40        50  
 
      60        70        80                                        
PAT___ GLPNDPSVRLHEALGYTARGT                                        
        : : :                                                       
gi|217 KLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWF 
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              60        70        80        90       100       110  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 117.6  bits: 28.8 E(): 0.14 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (2-68:96-168) 
 
                                             10        20        30 
PAT___                              VAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
               40               50        60        70        80    
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT    
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 117.6  bits: 28.8 E(): 0.14 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (2-68:96-168) 
 
                                             10        20        30 
PAT___                              VAGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
               40               50        60        70        80    
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT    
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 113.6  bits: 26.9 E(): 0.24 
Smith-Waterman score: 64; 31.9% identity (51.1% similar) in 47 aa overlap (33-79:81-127) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
        .: .  :  :. :: :                                            
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 113.2  bits: 26.9 E(): 0.25 
Smith-Waterman score: 64; 31.9% identity (51.1% similar) in 47 aa overlap (33-79:92-138) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
        .: .  :  :. :: :                                            
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
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>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 112.9  bits: 26.9 E(): 0.26 
Smith-Waterman score: 64; 31.9% identity (51.1% similar) in 47 aa overlap (33-79:99-145) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
        .: .  :  :. :: :                                            
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 108.9  bits: 26.1 E(): 0.44 
Smith-Waterman score: 62; 31.9% identity (48.9% similar) in 47 aa overlap (33-79:98-144) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
        .: .  :  :. :: :                                            
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 108.9  bits: 26.1 E(): 0.44 
Smith-Waterman score: 62; 31.9% identity (48.9% similar) in 47 aa overlap (33-79:98-144) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
        .: .  :  :. :: :                                            
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 97.1  bits: 23.6 E():    2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (11-67:69-119) 
 
                                   10        20        30        40 
PAT___                     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
               50        60        70        80                     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                     
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 97.0  bits: 23.6 E():    2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (11-67:70-120) 
 
                                   10        20        30        40 
PAT___                     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
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                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
               50        60        70        80                     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                     
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 95.7  bits: 22.1 E():  2.4 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (5-18:53-66) 
 
                                         10        20        30     
PAT___                           VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
           40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                                                      
gi|323 RTNAAVTVR                                      
             90                                       
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 94.5  bits: 22.9 E():  2.8 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (2-18:74-90) 
 
                                            10        20        30  
PAT___                              VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
              40        50        60        70        80            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT            
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 93.6  bits: 22.9 E():  3.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (2-18:91-107) 
 
                                            10        20        30  
PAT___                              VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT            
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 93.6  bits: 22.9 E():  3.1 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (2-18:91-107) 
 
                                            10        20        30  
PAT___                              VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT            
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gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 92.9  bits: 22.3 E():  3.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (32-64:3-35) 
 
              10        20        30        40        50        60  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
              70        80                                          
PAT___ PNDPSVRLHEALGYTARGT                                          
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 91.4  bits: 22.8 E():  4.1 
Smith-Waterman score: 53; 28.3% identity (56.7% similar) in 60 aa overlap (3-60:72-129) 
 
                                           10        20        30   
PAT___                             VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                     : :..:  .:.   .  :   : ..: ..: 
gi|111 VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHSERR 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
PAT___ --LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT           
         .: .: .  . .    :::.: :.: .:                               
gi|111 SLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIKDWT 
              110       120        130       140       150          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.8  bits: 22.5 E():  4.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (19-35:32-48) 
 
                           10        20        30        40         
PAT___             VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
       50        60        70        80                             
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                             
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 86.6  bits: 22.9 E():  7.7 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (3-41:12-50) 
 
                        10        20         30        40        50 
PAT___          VAGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
               60        70        80                               
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGT                               
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 85.1  bits: 20.2 E():  9.3 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (23-35:63-75) 
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                       10        20        30        40        50   
PAT___         VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
             60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGT 
                                    
gi|387 TIPR                         
                                    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 85.0  bits: 21.7 E():  9.5 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (34-77:17-59) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.9  bits: 21.4 E():  9.5 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (11-71:70-134) 
 
                                   10        20        30           
PAT___                     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
        40        50         60        70        80                 
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGT                 
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 84.6  bits: 20.8 E():  9.9 
Smith-Waterman score: 47; 37.5% identity (71.9% similar) in 32 aa overlap (52-79:70-101) 
 
              30        40        50        60          70          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
        80                                                  
PAT___ RGT                                                  
       ::                                                   
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 82.9  bits: 20.7 E():   12 
Smith-Waterman score: 47; 23.6% identity (56.4% similar) in 55 aa overlap (1-54:107-161) 
 
                                             10        20        30 
PAT___                               VAGIAYAGPWKARNAYDWTVESTVYVSHRH 
                                     . ..: :::    . .  :.  : ... .: 
gi|501 FTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKH 
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         80        90       100       110       120       130       
 
               40         50        60        70        80 
PAT___ QRLGLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
         .:  .   .. ..: .:: : .:                           
gi|501 VVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL          
        140       150       160       170                  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 81.4  bits: 21.5 E():   15 
Smith-Waterman score: 50; 24.7% identity (55.8% similar) in 77 aa overlap (2-78:209-274) 
 
                                            10        20        30  
PAT___                              VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     .::. .  : . :..:     .. .:     
gi|111 LDNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMD-----VINMS---- 
      180       190       200       210       220                   
 
              40        50        60        70        80            
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT            
        :: :..  : . ....    :.::.: .  :. :    ...:: :.              
gi|111 -LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
      230        240       250       260       270       280        
 
gi|111 SNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSA 
       290       300       310       320       330       340        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.9  bits: 20.3 E():   16 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (10-71:100-168) 
 
                                    10        20         30         
PAT___                      VAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
       40         50             60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGT 
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
     130       140       150       160       170        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.8  bits: 20.3 E():   16 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (10-71:102-170) 
 
                                    10        20         30         
PAT___                      VAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
       40         50             60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGT 
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
             140       150       160       170          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (12-61:112-155) 
 
                                  10        20        30        40  
PAT___                    VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
              50        60        70        80                      
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2168



 

 

          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.8  bits: 20.3 E():   16 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (10-71:103-171) 
 
                                    10        20         30         
PAT___                      VAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
       40         50             60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGT 
       : .::. ...  :     .:.::   ::: .:  : : .          
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD 
            140       150       160       170       180 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 51; 34.5% identity (72.4% similar) in 29 aa overlap (45-73:270-298) 
 
           20        30        40        50        60        70     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.  
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
           80                                                       
PAT___ YTARGT                                                       
                                                                    
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 79.6  bits: 20.9 E():   19 
Smith-Waterman score: 48; 29.2% identity (68.8% similar) in 48 aa overlap (34-79:50-96) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
             70         80                                          
PAT___ NDPSVRLHEA-LGYTARGT                                          
          . .. :: .. ...:                                           
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.4  bits: 23.1 E():   22 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (43-66:481-504) 
 
             20        30        40        50        60        70   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
             80                                                     
PAT___ LGYTARGT                                                     
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (21-79:61-124) 
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                         10        20        30             40      
PAT___           VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
          50         60        70        80                         
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGT                         
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.2  bits: 17.1 E():   22 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (10-17:19-26) 
 
                        10        20        30        40        50  
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.2  bits: 17.1 E():   22 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (10-17:19-26) 
 
                        10        20        30        40        50  
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (21-63:61-109) 
 
                         10        20        30        40        50 
PAT___           VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                     60        70        80                         
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGT                         
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (34-59:50-75) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 20.2 E():   25 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (6-41:75-110) 
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                                        10        20        30      
PAT___                          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
          40        50        60        70        80                
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 21.1 E():   25 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (45-73:271-299) 
 
           20        30        40        50        60        70     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
           80                                                       
PAT___ YTARGT                                                       
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (23-41:174-192) 
 
                       10        20        30        40        50   
PAT___         VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
             60        70        80                            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGT                            
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (23-53:175-199) 
 
                       10        20        30        40        50   
PAT___         VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
             60        70        80                                 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGT                                 
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.5  bits: 19.0 E():   28 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:31-40) 
 
                   10        20        30        40        50       
PAT___     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
               10        20        30        40        50        60 
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         60        70        80                                     
PAT___ AVIGLPNDPSVRLHEALGYTARGT                                     
                                                                    
gi|301 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
               70        80        90       100       110       120 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (45-73:270-298) 
 
           20        30        40        50        60        70     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
           80                                                       
PAT___ YTARGT                                                       
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 75.7  bits: 19.8 E():   31 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (29-67:187-222) 
 
                 10        20        30        40        50         
PAT___   VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
       60        70        80          
PAT___ IGLPNDPSVRLHEALGYTARGT          
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
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 initn:  37 init1:  37 opt:  41  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (48-78:35-67) 
 
        20        30        40        50           60        70     
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           80                                            
PAT___ YTARGT                                            
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (48-78:35-67) 
 
        20        30        40        50           60        70     
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           80                                            
PAT___ YTARGT                                            
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 20.1 E():   32 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (6-41:135-170) 
 
                                        10        20        30      
PAT___                          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                
        :  ::                                                       
gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (52-66:11-25) 
 
              30        40        50        60        70        80  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT  
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (52-66:11-25) 
 
              30        40        50        60        70        80  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT  
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
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               50        60        70        80        90       100 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (6-41:135-170) 
 
                                        10        20        30      
PAT___                          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
          40        50        60        70        80                
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (4-37:250-290) 
 
                                          10        20        30    
PAT___                            VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    40        50        60        70        80      
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT      
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (4-37:250-290) 
 
                                          10        20        30    
PAT___                            VAGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                    40        50        60        70        80      
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT      
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (13-20:234-241) 
 
                                 10        20        30        40   
PAT___                   VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
             50        60        70        80                       
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                       
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 48; 29.1% identity (49.4% similar) in 79 aa overlap (1-73:222-299) 
 
                                             10        20           
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PAT___                               VAGIAYAGPWKARNAYDWTV-ESTVYVSHR 
                                     .::  : :  :  : :   : .:.   .   
gi|214 FEGRAQWGKTIPTDDEDADGNGHGTHCSGTIAGRKY-GVAKKANLYAVKVLRSSGSGTMS 
             200       210       220        230       240       250 
 
      30        40        50             60        70        80     
PAT___ HQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGT     
           :.  .. .:: :  .:.     :::. :: ..: .  :  :. :.            
gi|214 DVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVNAGVEAGLHFA 
              260       270       280       290       300       310 
 
gi|214 VAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGLNILSTWIGSK 
              320       330       340       350       360       370 
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (46-64:44-62) 
 
          20        30        40        50        60        70      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
          80                                                        
PAT___ TARGT                                                        
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (34-72:35-72) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:91-116) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
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>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (35-58:92-117) 
 
           10        20        30          40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             70        80                      
PAT___ NDPSVRLHEALGYTARGT                      
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (32-64:18-50) 
 
              10        20        30        40        50        60  
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
              70        80                                          
PAT___ PNDPSVRLHEALGYTARGT                                          
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 44; 25.5% identity (44.7% similar) in 47 aa overlap (34-80:68-114) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
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gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :.                                            
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (46-64:17-35) 
 
          20        30        40        50        60        70      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
          80                                                        
PAT___ TARGT                                                        
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (46-64:17-35) 
 
          20        30        40        50        60        70      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
          80                                                        
PAT___ TARGT                                                        
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (29-67:250-285) 
 
                 10        20        30        40        50         
PAT___   VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
       60        70        80          
PAT___ IGLPNDPSVRLHEALGYTARGT          
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.3  bits: 20.6 E():   41 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (43-66:104-126) 
 
             20        30        40        50        60        70   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
             80                                                     
PAT___ LGYTARGT                                                     
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
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            140       150       160       170       180       190   
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (2-13:13-24) 
 
                          10        20        30        40          
PAT___            VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 44; 25.5% identity (44.7% similar) in 47 aa overlap (34-80:91-137) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :.                                            
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 44; 25.5% identity (44.7% similar) in 47 aa overlap (34-80:91-137) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :.                                            
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.7  bits: 20.9 E():   45 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (16-68:381-433) 
 
                              10        20        30        40      
PAT___                VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
          50        60        70        80                          
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                          
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.7  bits: 20.9 E():   45 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (16-68:381-433) 
 
                              10        20        30        40      
PAT___                VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
          50        60        70        80                          
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PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                          
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (23-41:138-156) 
 
                       10        20        30        40        50   
PAT___         VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
             60        70        80                            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGT                            
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|22796153|emb|CAD42710.1| hydrophobin [Davidiella ta  (105 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 39; 33.3% identity (66.7% similar) in 21 aa overlap (1-21:12-32) 
 
                          10        20        30        40          
PAT___            VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                  ::..:.:.:  . .  .  ::                             
gi|227 MAFIKSLLIASVAAVAFAAPQGGASDNNKKVEIDGQDSAPVCGNGQKVACCNSGEDLIGL 
               10        20        30        40        50        60 
 
      50        60        70        80               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGT               
                                                     
gi|227 NCLSIPILAIPIQKACGSNIAACCQTGDSEGNLLNLEANCLAIPL 
               70        80        90       100      
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (40-69:3-32) 
 
      10        20        30        40        50        60          
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
      70        80                                                  
PAT___ HEALGYTARGT                                                  
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (51-80:67-102) 
 
               30        40        50        60               70    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
            80                                                      
PAT___ GYTARGT                                                      
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 19.1 E():   55 
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Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (23-41:175-193) 
 
                       10        20        30        40        50   
PAT___         VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
             60        70        80                            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGT                            
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.0  bits: 15.0 E():   55 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (2-9:3-10) 
 
                10        20        30        40        50          
PAT___  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
         :: : :.:                                                   
gi|751 ADAGYAPAAPGTQPKA                                             
               10                                                   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 20.5 E():   58 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (16-68:381-433) 
 
                              10        20        30        40      
PAT___                VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
          50        60        70        80                          
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                          
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (3-18:182-196) 
 
                                           10          20        30 
PAT___                             VAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                                                          
gi|217 DLMMIEEYPYVVIL                                     
      210       220                                       
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (3-18:182-196) 
 
                                           10          20        30 
PAT___                             VAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                                                          
gi|217 DLMMIEEYPYVVIL                                     
      210       220                                       
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>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (34-65:238-268) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:135-144) 
 
                   10        20        30        40        50       
PAT___     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|289 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
          110       120       130       140       150       160     
 
         60        70        80                                     
PAT___ AVIGLPNDPSVRLHEALGYTARGT                                     
                                                                    
gi|289 FDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
          170       180       190       200       210       220     
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (28-52:222-246) 
 
                  10        20        30        40        50        
PAT___    VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
        60        70        80                                      
PAT___ VIGLPNDPSVRLHEALGYTARGT                                      
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:138-147) 
 
                   10        20        30        40        50       
PAT___     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|424 YNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKAL 
       110       120       130       140       150       160        
 
         60        70        80                                     
PAT___ AVIGLPNDPSVRLHEALGYTARGT                                     
                                                                    
gi|424 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSL 
       170       180       190       200       210       220        
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (33-77:226-270) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (2-13:13-24) 
 
                          10        20        30        40          
PAT___            VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (2-13:13-24) 
 
                          10        20        30        40          
PAT___            VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:118-134) 
 
       20        30        40        50        60        70         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
       80                                                           
PAT___ GT                                                           
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (45-77:49-81) 
 
           20        30        40        50        60        70     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
           80                        
PAT___ YTARGT                        
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (46-79:24-57) 
 
          20        30        40        50        60        70      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
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          80                                                    
PAT___ TARGT                                                    
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (33-60:184-210) 
 
             10        20        30        40        50        60   
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
             70        80                                           
PAT___ NDPSVRLHEALGYTARGT                                           
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (63-75:113-125) 
 
             40        50        60        70        80             
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT             
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (63-75:113-125) 
 
             40        50        60        70        80             
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT             
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (29-67:316-351) 
 
                 10        20        30        40        50         
PAT___   VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
       60        70        80          
PAT___ IGLPNDPSVRLHEALGYTARGT          
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (57-65:32-40) 
 
         30        40        50        60        70        80       
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT       
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                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (57-65:32-40) 
 
         30        40        50        60        70        80       
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT       
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.9  bits: 18.1 E():   73 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (27-53:11-36) 
 
               10        20        30        40        50        60 
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                 :.: .. : ::...  . . . :. ::        
gi|184                 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMD 
                               10        20        30         40    
 
               70        80                                         
PAT___ LPNDPSVRLHEALGYTARGT                                         
                                                                    
gi|184 RDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDD 
            50        60        70        80        90       100    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 19.0 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:154-170) 
 
       20        30        40        50        60        70         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       80                                                           
PAT___ GT                                                           
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 19.0 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:154-170) 
 
       20        30        40        50        60        70         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       80                                                           
PAT___ GT                                                           
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (59-65:9-15) 
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       30        40        50        60        70        80         
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT         
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (22-43:124-147) 
 
                        10        20        30          40          
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      50        60        70        80                              
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGT                              
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (22-43:124-147) 
 
                        10        20        30          40          
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      50        60        70        80                              
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGT                              
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (22-43:124-147) 
 
                        10        20        30          40          
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      50        60        70        80                              
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGT                              
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (26-48:182-206) 
 
                    10        20        30           40        50   
PAT___      VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
             60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGT 
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gi|162 PKTKVIPYVRYL                 
              220                   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (27-51:30-54) 
 
                  10        20        30        40        50        
PAT___    VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        60        70        80                   
PAT___ VIGLPNDPSVRLHEALGYTARGT                   
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:181-190) 
 
                   10        20        30        40        50       
PAT___     VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:: : :.:                     
gi|225 YNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKTL 
              160       170       180       190       200       210 
 
         60        70        80                                     
PAT___ AVIGLPNDPSVRLHEALGYTARGT                                     
                                                                    
gi|225 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSW 
              220       230       240       250       260       270 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.1  bits: 15.2 E():   80 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (10-17:19-26) 
 
                        10        20        30        40        50  
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (19-62:117-159) 
 
                           10        20        30        40         
PAT___             VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
       50        60        70        80                             
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                             
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
PAT___       VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           60        70        80                                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGT                                   
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (26-40:118-132) 
 
                    10        20        30        40        50      
PAT___      VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
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        90       100       110       120       130                  
 
          60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGT 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.7  bits: 14.3 E():   84 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (35-44:3-12) 
 
           10        20        30        40        50        60     
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:.....:..                     
gi|131                             GPVGGVVHAHMMPLL                  
                                           10                       
 
           70        80 
PAT___ PSVRLHEALGYTARGT 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 41; 23.4% identity (48.9% similar) in 47 aa overlap (34-80:69-115) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :.                                            
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 16.6 E():   88 
Smith-Waterman score: 38; 35.0% identity (75.0% similar) in 20 aa overlap (44-63:18-35) 
 
            20        30        40        50        60        70    
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     .:.:::....:   ..  ::           
gi|162              LSKDIGSESTEDQAMEDIKQMEAESISSSEEIV--PNSVEQKQIQKE 
                            10        20        30          40      
 
            80                         
PAT___ GYTARGT                         
                                       
gi|162 DVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
          50        60        70       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (30-63:237-273) 
 
                10        20        30        40        50          
PAT___  VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
         60        70        80                                     
PAT___ AVIGLPNDPSVRLHEALGYTARGT                                     
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 19.8 E():   92 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (17-50:183-216) 
 
                             10        20         30        40      
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PAT___               VAGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
          50        60        70        80                          
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT                          
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (44-60:154-170) 
 
            20        30        40        50        60        70    
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
            80                          
PAT___ GYTARGT                          
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (44-60:154-170) 
 
            20        30        40        50        60        70    
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
            80                          
PAT___ GYTARGT                          
                                        
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 26.1% identity (43.5% similar) in 46 aa overlap (34-79:91-136) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :                                             
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (59-65:34-40) 
 
       30        40        50        60        70        80         
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT         
                                     .:::..:                        
gi|219 KSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
            10        20        30        40        50        60    
 
gi|219 TEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVL 
            70        80        90       100       110       120    
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>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:103-148) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|616 GIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
             80        90       100       110       120       130   
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|616 AVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
            140       150       160       170       180       190   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 41; 23.4% identity (48.9% similar) in 47 aa overlap (34-80:93-139) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :.                                            
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 41; 23.4% identity (48.9% similar) in 47 aa overlap (34-80:93-139) 
 
            10        20        30        40        50        60    
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            70        80                                            
PAT___ DPSVRLHEALGYTARGT                                            
       .: .  :  :.  : :.                                            
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|217 AVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (3-18:182-196) 
 
                                           10          20        30 
PAT___                             VAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
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                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSWDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               40        50        60        70        80 
PAT___+ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                                                          
gi|217 DLMMIEEYPYVVIL                                     
      210       220                                       
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (3-18:182-196) 
 
                                           10          20        30 
PAT___                             VAGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSWDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
               40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                                                          
gi|217 DLMMIEEYPYVVIL                                     
      210       220                                       
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|217 AVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|217 AVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
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gi|217 AVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|217 AVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|217 AVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 19.6% identity (63.0% similar) in 46 aa overlap (31-71:109-154) 
 
               10        20        30          40           50      
PAT___ VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS--TLY---THLLKSMEAQGFKSV 
                                     ::.:...   .:   .. ..   ::  ... 
gi|217 GIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAI 
       80        90       100       110       120       130         
 
          60        70        80                                    
PAT___ VAVIGLPNDPSVRLHEALGYTARGT                                    
       ...::. .  . : ..                                             
gi|217 AVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGD 
      140       150       160       170       180       190         
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 44; 57.1% identity (85.7% similar) in 7 aa overlap (5-11:67-73) 
 
                                         10        20        30     
PAT___                           VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :. :::.                        
gi|766 VINPSTEEVICSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNAD 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT               
                                                                    
gi|766 LIAAVEALDNGKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIG 
        100       110       120       130       140       150       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 38; 31.6% identity (57.9% similar) in 19 aa overlap (10-28:19-37) 
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                        10        20        30        40        50  
PAT___          VAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: .  .  .  ::. .:                        
gi|121 DPEWHTLDAHEVEQVQATWKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTAD 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ FKSVVAVIGLPNDPSVRLHEALGYTARGT                                
                                                                    
gi|121 FAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYL 
               70        80        90       100       110       120 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 41; 41.2% identity (64.7% similar) in 17 aa overlap (3-19:263-276) 
 
                                           10        20        30   
PAT___                             VAGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                     :. :   : .::..: :              
gi|760 HYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY---WIVRNSWDTT              
            240       250       260          270                    
 
             40        50        60        70        80 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:47 2011 done: Wed Jan 19 14:40:47 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 69  - 148 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     9     2:*== 
  32    13     8:==*== 
  34    34    22:=======*==== 
  36    36    44:============  * 
  38    55    73:===================     * 
  40    96   102:================================ * 
  42   111   125:=====================================    * 
  44   112   137:======================================       * 
  46   123   140:=========================================     * 
  48   174   134:============================================*============= 
  50   137   122:========================================*===== 
  52   105   107:===================================* 
  54    83    92:============================  * 
  56    94    77:=========================*====== 
  58    58    63:====================* 
  60    33    51:===========     * 
  62    34    41:============ * 
  64    22    33:========  * 
  66    32    26:========*== 
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  68    33    20:======*==== 
  70    10    16:==== * 
  72    23    12:===*==== 
  74    13    10:===*= 
  76    12     8:==*= 
  78     8     6:=*= 
  80     4     5:=* 
  82     3     3:* 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     2     0:=         *== 
 114     2     0:=         *== 
 116     3     0:=         *=== 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.92050.00282; mu= 5.0916 0.146 
 mean_var=27.1345 7.197, 0's: 2 Z-trim: 10  B-trim: 72 in 1/43 
 Lambda= 0.246214 
 Kolmogorov-Smirnov  statistic: 0.0416 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.8   0.016 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   67 27.5    0.16 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   67 27.4    0.17 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   67 27.4    0.18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   70 28.3    0.21 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   70 28.3    0.21 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   65 26.7    0.29 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   65 26.7    0.29 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.2     2.6 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.2     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.7     3.1 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   53 22.6     3.6 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   53 22.5       4 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   53 22.5       4 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.9     4.4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.5     5.1 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.6 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 22.1     8.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.6     9.2 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 21.4      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      11 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.1      11 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   47 20.5      12 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   50 21.3      17 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.3      19 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.1      19 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.1      19 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.1      19 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.5      21 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   47 20.4      21 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   47 20.3      23 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   47 20.3      23 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.0      24 
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gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   45 19.7      24 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      26 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      27 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      27 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      27 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   46 20.0      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.9      28 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 20.0      28 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.0      29 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   46 20.0      31 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   46 20.0      31 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.9      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      32 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.1      34 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.1      34 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      35 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 19.9      36 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.5      36 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.5      36 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 19.9      36 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.8      37 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.8      37 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.2      38 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.2      38 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   45 19.6      39 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.9      39 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      41 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.6      41 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      43 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      44 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      44 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      44 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      44 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      44 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.1      46 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.1      46 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.6      46 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   40 18.1      48 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.7      49 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.7      49 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 19.3      49 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   47 20.1      50 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      51 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      54 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   43 18.9      56 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.5      59 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      61 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.4      62 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   43 18.9      62 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      64 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.6      64 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.6      64 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      65 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      65 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      67 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      68 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.9      68 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   40 18.0      69 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   40 18.0      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      70 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      71 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      73 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      74 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   42 18.6      75 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.0      75 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.0      75 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      79 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      79 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   42 18.6      79 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   42 18.6      79 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   42 18.6      79 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      79 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      80 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      80 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      81 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      82 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      83 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      84 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      85 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      89 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      89 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      89 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      89 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      89 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      89 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      89 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      89 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      91 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      92 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      94 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      97 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   35 16.5      97 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      98 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   41 18.2   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 134.8  bits: 29.8 E(): 0.016 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (24-64:16-57) 
 
               10        20        30        40        50           
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-G 
                              : .   .: :::.    : . ..:::: .. .:..   
gi|217         MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEK 
                       10        20        30        40        50   
 
      60        70        80                                        
PAT___ LPNDPSVRLHEALGYTARGTL                                        
       : : :                                                        
gi|217 LQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFV 
             60        70        80        90       100       110   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 116.6  bits: 27.5 E(): 0.16 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (32-80:81-129) 
 
              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 116.2  bits: 27.4 E(): 0.17 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (32-80:92-140) 
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              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 116.0  bits: 27.4 E(): 0.18 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (32-80:99-147) 
 
              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 114.8  bits: 28.3 E(): 0.21 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (1-67:96-168) 
 
                                              10        20          
PAT___                               AGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|556 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
      30        40               50        60        70        80   
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL   
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|556 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|556 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  70  Z-score: 114.8  bits: 28.3 E(): 0.21 
Smith-Waterman score: 70; 22.7% identity (48.0% similar) in 75 aa overlap (1-67:96-168) 
 
                                              10        20          
PAT___                               AGIAYAGP-WKARNAYDWTVESTVYVSHRH 
                                     ::  . :  :   :   :.: .    . .  
gi|193 DQCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKP 
          70        80        90       100         110       120    
 
      30        40               50        60        70        80   
PAT___ QRLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL   
         . ::.  . :        :  .. .:. ..:: . . :::...                
gi|193 AAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKR 
           130       140       150       160       170       180    
 
gi|193 KIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIA 
           190       200       210       220       230       240    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 112.2  bits: 26.7 E(): 0.29 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (32-80:98-146) 
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              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 112.2  bits: 26.7 E(): 0.29 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (32-80:98-146) 
 
              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
        .: .  :  :. :: :..                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.0  bits: 23.2 E():  2.6 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (10-66:69-119) 
 
                                    10        20        30          
PAT___                      AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
      40        50        60        70        80                    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                    
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.0  bits: 23.2 E():  2.6 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (10-66:70-120) 
 
                                    10        20        30          
PAT___                      AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
      40        50        60        70        80                    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                    
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.6  bits: 21.7 E():  3.1 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (4-17:53-66) 
 
                                          10        20        30    
PAT___                            AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
            40        50        60        70        80 
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PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                                       
gi|323 RTNAAVTVR                                       
             90                                        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 92.6  bits: 22.6 E():  3.6 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (1-17:74-90) 
 
                                             10        20        30 
PAT___                               AGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
            50        60        70        80        90       100    
 
               40        50        60        70        80           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL           
                                                                    
gi|283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
           110       120       130       140       150       160    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (1-17:91-107) 
 
                                             10        20        30 
PAT___                               AGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL           
                                                                    
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (1-17:91-107) 
 
                                             10        20        30 
PAT___                               AGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     :. :: . : : . :.:              
gi|158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL           
                                                                    
gi|158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV 
              130       140       150       160       170       180 
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 91.0  bits: 21.9 E():  4.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (31-63:3-35) 
 
               10        20        30        40        50        60 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..:.. ::   .: .:....... . 
gi|226                             MARLATLAALFAALLLVAHAAAFRTTITTVDV 
                                           10        20        30   
 
               70        80                                         
PAT___ PNDPSVRLHEALGYTARGTL                                         
        .:                                                          
gi|226 DEDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLR 
             40        50        60        70        80        90   
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 89.7  bits: 22.5 E():  5.1 
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Smith-Waterman score: 53; 28.3% identity (56.7% similar) in 60 aa overlap (2-59:72-129) 
 
                                            10        20        30  
PAT___                              AGIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                     : :..:  .:.   .  :   : ..: ..: 
gi|111 VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHSERR 
              50        60        70        80        90        100 
 
                40        50        60        70        80          
PAT___ --LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL          
         .: .: .  . .    :::.: :.: .:                               
gi|111 SLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIKDWT 
              110       120        130       140       150          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.1  bits: 22.2 E():  5.6 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (18-34:32-48) 
 
                            10        20        30        40        
PAT___              AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
        50        60        70        80                            
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                            
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 86.1  bits: 22.1 E():  8.1 
Smith-Waterman score: 52; 30.0% identity (68.0% similar) in 50 aa overlap (33-80:50-98) 
 
             10        20        30        40        50         60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
              70         80                                         
PAT___ NDPSVRLHEA-LGYTARGTL                                         
          . .. :: .. ...: :                                         
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 85.2  bits: 22.6 E():  9.2 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (2-40:12-50) 
 
                         10        20         30        40          
PAT___           AGIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
      50        60        70        80                              
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGTL                              
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (33-76:17-59) 
 
             10        20        30        40        50         60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
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              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.5  bits: 19.9 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (22-34:63-75) 
 
                        10        20        30        40        50  
PAT___          AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
              60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     
gi|387 TIPR                          
                                     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.5  bits: 21.1 E():   11 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (10-70:70-134) 
 
                                    10        20        30          
PAT___                      AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
         40        50         60        70        80                
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTL                
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 47; 37.5% identity (71.9% similar) in 32 aa overlap (51-78:70-101) 
 
               30        40        50        60          70         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
         80                                                 
PAT___ RGTL                                                 
       ::                                                   
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 80.3  bits: 21.3 E():   17 
Smith-Waterman score: 50; 24.7% identity (55.8% similar) in 77 aa overlap (1-77:209-274) 
 
                                             10        20        30 
PAT___                               AGIAYAGPWKARNAYDWTVESTVYVSHRHQ 
                                     .::. .  : . :..:     .. .:     
gi|111 LDNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMD-----VINMS---- 
      180       190       200       210       220                   
 
               40        50        60        70        80           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL           
        :: :..  : . ....    :.::.: .  :. :    ...:: :.              
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gi|111 -LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
      230        240       250       260       270       280        
 
gi|111 SNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSA 
       290       300       310       320       330       340        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.7  bits: 21.3 E():   19 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (11-60:112-155) 
 
                                   10        20        30        40 
PAT___                     AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
               50        60        70        80                     
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                     
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.6  bits: 20.1 E():   19 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (9-70:100-168) 
 
                                     10        20         30        
PAT___                       AGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
        40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
       : .::. ...  :     .:.::   ::: .:  : : .           
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD  
     130       140       150       160       170         
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.5  bits: 20.1 E():   19 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (9-70:102-170) 
 
                                     10        20         30        
PAT___                       AGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
        40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
       : .::. ...  :     .:.::   ::: .:  : : .           
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD  
             140       150       160       170           
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.5  bits: 20.1 E():   19 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (9-70:103-171) 
 
                                     10        20         30        
PAT___                       AGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
        40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
       : .::. ...  :     .:.::   ::: .:  : : .           
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD  
            140       150       160       170       180  
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 51; 34.5% identity (72.4% similar) in 29 aa overlap (44-72:270-298) 
 
            20        30        40        50        60        70    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.  
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
            80                                                      
PAT___ YTARGTL                                                      
                                                                    
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 20.4 E():   21 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (33-80:68-115) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.7  bits: 23.0 E():   24 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (42-65:481-504) 
 
              20        30        40        50        60        70  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
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              460       470       480       490       500       510 
 
              80                                                    
PAT___ LGYTARGTL                                                    
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 45; 25.0% identity (55.8% similar) in 52 aa overlap (3-53:110-161) 
 
                                           10        20        30   
PAT___                             AGIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                     .: :::    . .  :.  : ... .:  . 
gi|501 GNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVF 
      80        90       100       110       120       130          
 
             40         50        60        70        80 
PAT___ GLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
       :  .   .. ..: .:: : .:                            
gi|501 GEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL           
     140       150       160       170                   
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (20-78:61-124) 
 
                          10        20        30             40     
PAT___            AGIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
           50         60        70        80                        
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTL                        
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (20-62:61-109) 
 
                          10        20        30        40          
PAT___            AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
      50              60        70        80                        
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTL                        
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (33-58:50-75) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
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gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.6  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (9-16:19-26) 
 
                         10        20        30        40        50 
PAT___           AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.6  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (9-16:19-26) 
 
                         10        20        30        40        50 
PAT___           AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.0 E():   27 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (33-80:69-116) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :.:                                           
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.9 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (44-72:271-299) 
 
            20        30        40        50        60        70    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
            80                                                      
PAT___ YTARGTL                                                      
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (5-40:75-110) 
 
                                         10        20        30     
PAT___                           AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
           40        50        60        70        80               
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL               
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
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>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (22-40:174-192) 
 
                        10        20        30        40        50  
PAT___          AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
              60        70        80                           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTL                           
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (22-52:175-199) 
 
                        10        20        30        40        50  
PAT___          AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
              60        70        80                                
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTL                                
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (33-80:93-140) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (33-80:93-140) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :.:                                           
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 20.9 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (44-72:270-298) 
 
            20        30        40        50        60        70    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
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                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
            80                                                      
PAT___ YTARGTL                                                      
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (48-80:12-45) 
 
        20        30        40        50        60         70       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
         80                                                         
PAT___ RGTL                                                         
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (28-66:187-222) 
 
                  10        20        30        40        50        
PAT___    AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
        60        70        80         
PAT___ IGLPNDPSVRLHEALGYTARGTL         
         ::.  ::                       
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gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (5-40:135-170) 
 
                                         10        20        30     
PAT___                           AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL               
        :  ::                                                       
gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (47-77:35-67) 
 
         20        30        40        50           60        70    
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            80                                           
PAT___ YTARGTL                                           
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (47-77:35-67) 
 
         20        30        40        50           60        70    
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            80                                           
PAT___ YTARGTL                                           
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.9 E():   36 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (5-40:135-170) 
 
                                         10        20        30     
PAT___                           AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
           40        50        60        70        80               
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL               
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (51-65:11-25) 
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               30        40        50        60        70        80 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (51-65:11-25) 
 
               30        40        50        60        70        80 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (3-36:250-290) 
 
                                           10        20        30   
PAT___                             AGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     40        50        60        70        80     
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL     
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (3-36:250-290) 
 
                                           10        20        30   
PAT___                             AGIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
                     40        50        60        70        80     
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL     
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 48 aa overlap (33-80:93-140) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (12-19:234-241) 
 
                                  10        20        30        40  
PAT___                    AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
              50        60        70        80                      
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                      
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (45-63:44-62) 
 
           20        30        40        50        60        70     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
           80                                                       
PAT___ TARGTL                                                       
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (33-71:35-72) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:91-116) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (34-57:92-117) 
 
            10        20        30          40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              70        80                     
PAT___ NDPSVRLHEALGYTARGTL                     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (31-63:18-50) 
 
               10        20        30        40        50        60 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                     ::.  ..: . ::   .: .:....... . 
gi|313              RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEI 
                            10        20        30        40        
 
               70        80                                         
PAT___ PNDPSVRLHEALGYTARGTL                                         
        .:                                                          
gi|313 DEDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIE 
        50        60        70        80        90       100        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.6  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (42-65:104-126) 
 
              20        30        40        50        60        70  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
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                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
              80                                                    
PAT___ LGYTARGTL                                                    
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (45-63:17-35) 
 
           20        30        40        50        60        70     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
           80                                                       
PAT___ TARGTL                                                       
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (45-63:17-35) 
 
           20        30        40        50        60        70     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
           80                                                       
PAT___ TARGTL                                                       
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (28-66:250-285) 
 
                  10        20        30        40        50        
PAT___    AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
        60        70        80         
PAT___ IGLPNDPSVRLHEALGYTARGTL         
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:13-24) 
 
                           10        20        30        40         
PAT___             AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (15-67:381-433) 
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                               10        20        30        40     
PAT___                 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
           50        60        70        80                         
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                         
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (15-67:381-433) 
 
                               10        20        30        40     
PAT___                 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
           50        60        70        80                         
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                         
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 44; 25.0% identity (45.8% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 47; 31.1% identity (57.8% similar) in 45 aa overlap (33-72:255-299) 
 
             10        20        30        40             50        
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
        60        70        80                                      
PAT___ IGLPNDPSVRLHEALGYTARGTL                                      
       ..: .  :  :. :.                                              
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 19.0 E():   51 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (22-40:138-156) 
 
                        10        20        30        40        50  
PAT___          AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
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              60        70        80                           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTL                           
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.5 E():   54 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (39-68:3-32) 
 
       10        20        30        40        50        60         
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
       70        80                                                 
PAT___ HEALGYTARGTL                                                 
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (33-80:69-116) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (50-79:67-102) 
 
      20        30        40        50        60               70   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
             80                                                     
PAT___ GYTARGTL                                                     
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (22-40:175-193) 
 
                        10        20        30        40        50  
PAT___          AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
              60        70        80                           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTL                           
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 20.4 E():   62 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (15-67:381-433) 
 
                               10        20        30        40     
PAT___                 AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
           50        60        70        80                         
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                         
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (33-64:238-268) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (2-17:182-196) 
 
                                            10          20          
PAT___                              AGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
      30        40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                                           
gi|217 DLMMIEEYPYVVIL                                      
      210       220                                        
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (2-17:182-196) 
 
                                            10          20          
PAT___                              AGIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
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             160       170       180          190       200         
 
      30        40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                                           
gi|217 DLMMIEEYPYVVIL                                      
      210       220                                        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.7  bits: 14.8 E():   65 
Smith-Waterman score: 29; 62.5% identity (75.0% similar) in 8 aa overlap (1-8:3-10) 
 
                 10        20        30        40        50         
PAT___   AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
         :: : :.:                                                   
gi|751 ADAGYAPAAPGTQPKA                                             
               10                                                   
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (27-51:222-246) 
 
                   10        20        30        40        50       
PAT___     AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
         60        70        80                                     
PAT___ VIGLPNDPSVRLHEALGYTARGTL                                     
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.6 E():   67 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (48-80:116-149) 
 
        20        30        40        50        60         70       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
         80                                                         
PAT___ RGTL                                                         
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (32-76:226-270) 
 
              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (48-80:119-152) 
 
        20        30        40        50        60         70       
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PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
         80                                                         
PAT___ RGTL                                                         
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.9 E():   68 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:118-134) 
 
        20        30        40        50        60        70        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
        80                                                          
PAT___ GTL                                                          
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:13-24) 
 
                           10        20        30        40         
PAT___             AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 40; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:13-24) 
 
                           10        20        30        40         
PAT___             AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                   ::.: :.: ..:                                     
gi|456 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (32-59:184-210) 
 
              10        20        30        40        50        60  
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
              70        80                                          
PAT___ NDPSVRLHEALGYTARGTL                                          
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (44-76:49-81) 
 
            20        30        40        50        60        70    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
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       20        30        40        50        60        70         
 
            80                       
PAT___ YTARGTL                       
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.4 E():   73 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (45-78:24-57) 
 
           20        30        40        50        60        70     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
           80                                                   
PAT___ TARGTL                                                   
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.8  bits: 19.2 E():   74 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (28-66:316-351) 
 
                  10        20        30        40        50        
PAT___    AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
        60        70        80         
PAT___ IGLPNDPSVRLHEALGYTARGTL         
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (33-80:80-127) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (62-74:113-125) 
 
              40        50        60        70        80            
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL            
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 18.0 E():   75 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2221



 

 

Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (62-74:113-125) 
 
              40        50        60        70        80            
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL            
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:154-170) 
 
        20        30        40        50        60        70        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        80                                                          
PAT___ GTL                                                          
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:154-170) 
 
        20        30        40        50        60        70        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        80                                                          
PAT___ GTL                                                          
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
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       .: .  :  :.  : :..                                           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.7 E():   79 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (56-64:32-40) 
 
          30        40        50        60        70        80      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL      
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (26-52:11-36) 
 
               10        20        30        40        50        60 
PAT___ AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL 
                                :.: .. : ::...  . . . :. ::         
gi|184                MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDR 
                              10        20        30         40     
 
               70        80                                         
PAT___ PNDPSVRLHEALGYTARGTL                                         
                                                                    
gi|184 DKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDV 
           50        60        70        80        90       100     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (56-64:32-40) 
 
          30        40        50        60        70        80      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL      
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (21-42:124-147) 
 
                         10        20        30          40         
PAT___           AGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2223



 

 

 
       50        60        70        80                             
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                             
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (21-42:124-147) 
 
                         10        20        30          40         
PAT___           AGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       50        60        70        80                             
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                             
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (21-42:124-147) 
 
                         10        20        30          40         
PAT___           AGIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       50        60        70        80                             
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                             
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (58-64:9-15) 
 
        30        40        50        60        70        80        
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL        
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (25-47:182-206) 
 
                     10        20        30           40        50  
PAT___       AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
              60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     
gi|162 PKTKVIPYVRYL                  
              220                    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (48-80:162-195) 
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        20        30        40        50        60         70       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
         80                                                         
PAT___ RGTL                                                         
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (26-50:30-54) 
 
                   10        20        30        40        50       
PAT___     AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
         60        70        80                  
PAT___ VIGLPNDPSVRLHEALGYTARGTL                  
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (18-61:117-159) 
 
                            10        20        30        40        
PAT___              AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
        50        60        70        80                            
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                            
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
PAT___        AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            60        70        80                                  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTL                                  
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 15.0 E():   91 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (9-16:19-26) 
 
                         10        20        30        40        50 
PAT___           AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (25-39:118-132) 
 
                     10        20        30        40        50     
PAT___       AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
           60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTL 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
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 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (29-62:237-273) 
 
                 10        20        30        40        50         
PAT___   AGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
          60        70        80                                    
PAT___ AVIGLPNDPSVRLHEALGYTARGTL                                    
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.6  bits: 19.7 E():   97 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (16-49:183-216) 
 
                              10        20         30        40     
PAT___                AGIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
           50        60        70        80                         
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL                         
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 16.5 E():   97 
Smith-Waterman score: 38; 35.0% identity (75.0% similar) in 20 aa overlap (43-62:18-35) 
 
             20        30        40        50        60        70   
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     .:.:::....:   ..  ::           
gi|162              LSKDIGSESTEDQAMEDIKQMEAESISSSEEIV--PNSVEQKQIQKE 
                            10        20        30          40      
 
             80                        
PAT___ GYTARGTL                        
                                       
gi|162 DVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
          50        60        70       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   98 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (34-43:3-12) 
 
            10        20        30        40        50        60    
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:.....:..                     
gi|131                             GPVGGVVHAHMMPLL                  
                                           10                       
 
            70        80 
PAT___ PSVRLHEALGYTARGTL 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 41; 22.9% identity (45.8% similar) in 48 aa overlap (33-80:91-138) 
 
             10        20        30        40        50        60   
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
             70        80                                           
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PAT___ DPSVRLHEALGYTARGTL                                           
       .: .  :  :.  : :..                                           
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:47 2011 done: Wed Jan 19 14:40:47 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 70  - 149 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     9     2:*== 
  32     7     8:=* 
  34    36    22:=====*=== 
  36    36    44:========= * 
  38    55    73:==============    * 
  40    97   102:=========================* 
  42   110   125:============================   * 
  44   118   137:==============================    * 
  46   123   140:===============================   * 
  48   190   134:=================================*============== 
  50   121   122:==============================* 
  52   104   107:==========================* 
  54    88    92:======================* 
  56    92    77:===================*=== 
  58    55    63:============== * 
  60    38    51:==========  * 
  62    34    41:========= * 
  64    30    33:========* 
  66    30    26:======*= 
  68    27    20:====*== 
  70     9    16:===* 
  72    21    12:==*=== 
  74    16    10:==*= 
  76    12     8:=*= 
  78     6     6:=* 
  80     0     5: * 
  82     4     3:* 
  84     2     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
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 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     3     0:=         *=== 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.01260.00281; mu= 4.6199 0.145 
 mean_var=28.3456 7.508, 0's: 2 Z-trim: 8  B-trim: 22 in 1/43 
 Lambda= 0.240897 
 Kolmogorov-Smirnov  statistic: 0.0403 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.5    0.02 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   67 27.2     0.2 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   67 27.2    0.21 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   67 27.2    0.22 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   65 26.5    0.35 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   65 26.5    0.35 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   65 26.2    0.84 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   65 26.2    0.84 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.1       3 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.1       3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.5 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.8     4.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3     5.8 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.0     6.3 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   51 21.7     6.5 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   51 21.7     7.2 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   51 21.7     7.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 21.9     9.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   54 22.5      10 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.8      12 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 21.3      13 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.0      13 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   47 20.4      13 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.0      20 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.0      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.1      20 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.0      21 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.4      23 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   47 20.2      23 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 20.8      24 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   47 20.2      25 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   47 20.2      26 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   45 19.6      26 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.3      28 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.7      28 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.7      28 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.3      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.3      29 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   46 19.9      30 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 19.9      31 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.7      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      32 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      32 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   46 19.9      33 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   46 19.9      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.7      34 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      37 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      37 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      38 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.4      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.4      39 
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gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 19.8      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      39 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 19.8      39 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.1      41 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.1      41 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   45 19.5      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.8      43 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      44 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      46 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      46 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.6      46 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.6      47 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.0      48 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.0      48 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      49 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.3      49 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 19.2      52 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.6      53 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.6      53 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      54 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   47 20.0      54 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.4      58 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   43 18.9      60 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.4      63 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      65 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   43 18.8      66 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.3      67 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   42 18.5      68 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   42 18.5      68 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      69 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      71 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      71 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      72 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      72 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      73 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      74 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      75 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      76 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      79 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      79 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   42 18.5      79 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.6      83 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   42 18.5      84 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   42 18.5      84 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   42 18.5      84 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      84 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      84 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      84 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.6      84 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.3      85 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      87 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.0      88 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      88 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      91 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      92 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      93 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      93 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      93 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      93 
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gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      93 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      93 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      93 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      93 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      93 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      96 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 133.1  bits: 29.5 E(): 0.02 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (23-63:16-57) 
 
               10        20        30        40        50           
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GL 
                             : .   .: :::.    : . ..:::: .. .:..  : 
gi|217        MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKL 
                      10        20        30        40        50    
 
      60        70        80                                        
PAT___ PNDPSVRLHEALGYTARGTLR                                        
        : :                                                         
gi|217 QNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.1  bits: 27.2 E():  0.2 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (31-79:81-129) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 114.7  bits: 27.2 E(): 0.21 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (31-79:92-140) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 114.5  bits: 27.2 E(): 0.22 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (31-79:99-147) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2232



 

 

 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 110.7  bits: 26.5 E(): 0.35 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (31-79:98-146) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 110.7  bits: 26.5 E(): 0.35 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (31-79:98-146) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
        .: .  :  :. :: :..                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  65  Z-score: 103.8  bits: 26.2 E(): 0.84 
Smith-Waterman score: 65; 21.6% identity (47.3% similar) in 74 aa overlap (1-66:97-168) 
 
                                              10        20          
PAT___                               GIAYAGP-WKARNAYDWTVESTVYVSHRHQ 
                                     :  . :  :   :   :.: .    . .   
gi|556 QCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKPA 
         70        80        90       100         110       120     
 
      30        40               50        60        70        80   
PAT___ RLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR   
        . ::.  . :        :  .. .:. ..:: . . :::...                 
gi|556 AMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRK 
          130       140       150       160       170       180     
 
gi|556 IGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAA 
          190       200       210       220       230       240     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  65  Z-score: 103.8  bits: 26.2 E(): 0.84 
Smith-Waterman score: 65; 21.6% identity (47.3% similar) in 74 aa overlap (1-66:97-168) 
 
                                              10        20          
PAT___                               GIAYAGP-WKARNAYDWTVESTVYVSHRHQ 
                                     :  . :  :   :   :.: .    . .   
gi|193 QCIAGIARVYQKIKDLLKEYESKNPIYLNAGDNFQGTLW--YNLLRWNVTADFIKKLKPA 
         70        80        90       100         110       120     
 
      30        40               50        60        70        80   
PAT___ RLGLGSTLYTHL-------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR   
        . ::.  . :        :  .. .:. ..:: . . :::...                 
gi|193 AMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRK 
          130       140       150       160       170       180     
 
gi|193 IGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAA 
          190       200       210       220       230       240     
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>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 94.0  bits: 23.1 E():    3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (9-65:69-119) 
 
                                     10        20        30         
PAT___                       GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
       40        50        60        70        80                   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                   
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 94.0  bits: 23.1 E():    3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (9-65:70-120) 
 
                                     10        20        30         
PAT___                       GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
       40        50        60        70        80                   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                   
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 92.8  bits: 21.6 E():  3.5 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (3-16:53-66) 
 
                                           10        20        30   
PAT___                             GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
             40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                                        
gi|323 RTNAAVTVR                                        
             90                                         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.1  bits: 21.8 E():  4.9 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (30-62:3-35) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                    ::.  ..:.. ::   .: .:....... .  
gi|226                            MARLATLAALFAALLLVAHAAAFRTTITTVDVD 
                                          10        20        30    
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
       .:                                                           
gi|226 EDIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQ 
            40        50        60        70        80        90    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 88.8  bits: 22.3 E():  5.8 
Smith-Waterman score: 53; 28.3% identity (56.7% similar) in 60 aa overlap (1-58:72-129) 
 
                                             10        20        30 
PAT___                               GIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                     : :..:  .:.   .  :   : ..: ..: 
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gi|111 VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVP-WVILGHSERR 
              50        60        70        80        90        100 
 
                 40        50        60        70        80         
PAT___ --LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR         
         .: .: .  . .    :::.: :.: .:                               
gi|111 SLMGESSEFVGEKVAYALAQGLK-VIACVGETLEQREAGSTMAVVAEQTKAIADKIKDWT 
              110       120        130       140       150          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 22.0 E():  6.3 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (17-33:32-48) 
 
                             10        20        30        40       
PAT___               GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
         50        60        70        80                           
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                           
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.9  bits: 21.7 E():  6.5 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (3-16:77-90) 
 
                                           10        20        30   
PAT___                             GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|283 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
         50        60        70        80        90       100       
 
             40        50        60        70        80             
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR             
                                                                    
gi|283 GQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQ 
        110       120       130       140       150       160       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.0  bits: 21.7 E():  7.2 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (3-16:94-107) 
 
                                           10        20        30   
PAT___                             GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|123 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
            70        80        90       100       110       120    
 
             40        50        60        70        80             
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR             
                                                                    
gi|123 GQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQ 
           130       140       150       160       170       180    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.0  bits: 21.7 E():  7.2 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (3-16:94-107) 
 
                                           10        20        30   
PAT___                             GIAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|158 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
            70        80        90       100       110       120    
 
             40        50        60        70        80             
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR             
                                                                    
gi|158 GQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQ 
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           130       140       150       160       170       180    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.3  bits: 21.9 E():  9.1 
Smith-Waterman score: 52; 30.0% identity (68.0% similar) in 50 aa overlap (32-79:50-98) 
 
              10        20        30        40        50         60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
               70         80                                        
PAT___ NDPSVRLHEA-LGYTARGTLR                                        
          . .. :: .. ...: :                                         
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 54; 32.5% identity (50.0% similar) in 40 aa overlap (1-39:12-50) 
 
                          10        20         30        40         
PAT___            GIAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                  :.  :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
       50        60        70        80                             
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                             
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.9  bits: 19.8 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (21-33:63-75) 
 
                         10        20        30        40        50 
PAT___           GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
               60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                      
gi|387 TIPR                           
                                      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (32-75:17-59) 
 
              10        20        30        40        50         60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 82.7  bits: 21.0 E():   13 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (9-69:70-134) 
 
                                     10        20        30         
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PAT___                       GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
          40        50         60        70        80               
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLR               
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 47; 37.5% identity (71.9% similar) in 32 aa overlap (50-77:70-101) 
 
      20        30        40        50        60          70        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
          80                                                
PAT___ RGTLR                                                
       ::                                                   
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (8-69:100-168) 
 
                                      10        20         30       
PAT___                        GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
         40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
       : .::. ...  :     .:.::   ::: .:  : : .            
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD   
     130       140       150       160       170          
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.9  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (8-69:102-170) 
 
                                      10        20         30       
PAT___                        GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
         40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
       : .::. ...  :     .:.::   ::: .:  : : .            
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD   
             140       150       160       170            
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (10-59:112-155) 
 
                                    10        20        30          
PAT___                      GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
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      40        50        60        70        80                    
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                    
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.8  bits: 20.0 E():   21 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (8-69:103-171) 
 
                                      10        20         30       
PAT___                        GIAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
         40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
       : .::. ...  :     .:.::   ::: .:  : : .            
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD   
            140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 21.4 E():   23 
Smith-Waterman score: 51; 34.5% identity (72.4% similar) in 29 aa overlap (43-71:270-298) 
 
             20        30        40        50        60        70   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.  
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
             80                                                     
PAT___ YTARGTLR                                                     
                                                                    
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 20.2 E():   23 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (32-79:68-115) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 49; 25.0% identity (55.3% similar) in 76 aa overlap (1-76:210-274) 
 
                                             10        20        30 
PAT___                               GIAYAGPWKARNAYDWTVESTVYVSHRHQR 
                                     ::. .  : . :..:     .. .:      
gi|111 DNTTGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMD-----VINMS----- 
     180       190       200       210       220                    
 
               40        50        60        70        80           
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR           
       :: :..  : . ....    :.::.: .  :. :    ...:: :.               
gi|111 LG-GASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNS 
     230        240       250       260       270       280         
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gi|111 NRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSAS 
      290       300       310       320       330       340         
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 77.1  bits: 19.6 E():   26 
Smith-Waterman score: 45; 25.0% identity (55.8% similar) in 52 aa overlap (2-52:110-161) 
 
                                            10        20        30  
PAT___                              GIAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                     .: :::    . .  :.  : ... .:  . 
gi|501 GNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVF 
      80        90       100       110       120       130          
 
              40         50        60        70        80 
PAT___ GLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
       :  .   .. ..: .:: : .:                             
gi|501 GEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL            
     140       150       160       170                    
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.7  bits: 22.8 E():   27 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (41-64:481-504) 
 
               20        30        40        50        60        70 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
               80                                                   
PAT___ LGYTARGTLR                                                   
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (19-77:61-124) 
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                           10        20             30        40    
PAT___             GIAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
            50         60        70        80                       
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLR                       
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.4  bits: 16.7 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (8-15:19-26) 
 
                          10        20        30        40          
PAT___            GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.4  bits: 16.7 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (8-15:19-26) 
 
                          10        20        30        40          
PAT___            GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (19-61:61-109) 
 
                           10        20        30        40         
PAT___             GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
          50           60        70        80                       
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLR                       
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (32-57:50-75) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (32-79:69-116) 
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              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :.:                                           
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (4-39:75-110) 
 
                                          10        20        30    
PAT___                            GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
            40        50        60        70        80              
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR              
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (43-71:271-299) 
 
             20        30        40        50        60        70   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
             80                                                     
PAT___ YTARGTLR                                                     
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (21-39:174-192) 
 
                         10        20        30        40        50 
PAT___           GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
               60        70        80                          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLR                          
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (21-51:175-199) 
 
                         10        20        30        40        50 
PAT___           GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
               60        70        80                               
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PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLR                               
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (32-79:93-140) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (32-79:93-140) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :.:                                           
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (47-79:12-45) 
 
         20        30        40        50        60         70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
          80                                                        
PAT___ RGTLR                                                        
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 20.7 E():   34 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (43-71:270-298) 
 
             20        30        40        50        60        70   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
             80                                                     
PAT___ YTARGTLR                                                     
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.3  bits: 19.0 E():   37 
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Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (27-65:187-222) 
 
                   10        20        30        40        50       
PAT___     GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
         60        70        80        
PAT___ IGLPNDPSVRLHEALGYTARGTLR        
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (46-76:35-67) 
 
          20        30        40        50           60        70   
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             80                                          
PAT___ YTARGTLR                                          
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (46-76:35-67) 
 
          20        30        40        50           60        70   
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
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             80                                          
PAT___ YTARGTLR                                          
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (4-39:135-170) 
 
                                          10        20        30    
PAT___                            GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR              
        :  ::                                                       
gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (50-64:11-25) 
 
      20        30        40        50        60        70          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
      80                                                            
PAT___ R                                                            
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (50-64:11-25) 
 
      20        30        40        50        60        70          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
      80                                                            
PAT___ R                                                            
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 19.8 E():   39 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (4-39:135-170) 
 
                                          10        20        30    
PAT___                            GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
            40        50        60        70        80              
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR              
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
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>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (2-35:250-290) 
 
                                            10        20            
PAT___                              GIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            30        40        50        60        70        80    
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR    
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (2-35:250-290) 
 
                                            10        20            
PAT___                              GIAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
            30        40        50        60        70        80    
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR    
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 48 aa overlap (32-79:93-140) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (11-18:234-241) 
 
                                   10        20        30        40 
PAT___                     GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
               50        60        70        80                     
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                     
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.2 E():   44 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (44-62:44-62) 
 
            20        30        40        50        60        70    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
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gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
            80                                                      
PAT___ TARGTLR                                                      
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (32-70:35-72) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:91-116) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
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             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
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PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (33-56:92-117) 
 
             10        20        30          40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               70        80                    
PAT___ NDPSVRLHEALGYTARGTLR                    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (30-62:18-50) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                    ::.  ..: . ::   .: .:....... .  
gi|313             RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEID 
                           10        20        30        40         
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
       .:                                                           
gi|313 EDIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEE 
       50        60        70        80        90       100         
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (44-62:17-35) 
 
            20        30        40        50        60        70    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
            80                                                      
PAT___ TARGTLR                                                      
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (44-62:17-35) 
 
            20        30        40        50        60        70    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
            80                                                      
PAT___ TARGTLR                                                      
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gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.9  bits: 19.5 E():   49 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (27-65:250-285) 
 
                   10        20        30        40        50       
PAT___     GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
         60        70        80        
PAT___ IGLPNDPSVRLHEALGYTARGTLR        
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.9  bits: 20.3 E():   49 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (41-64:104-126) 
 
               20        30        40        50        60        70 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
               80                                                   
PAT___ LGYTARGTLR                                                   
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 25.0% identity (45.8% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 71.3  bits: 20.6 E():   53 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (14-66:381-433) 
 
                                10        20        30        40    
PAT___                  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
            50        60        70        80                        
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                        
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 71.3  bits: 20.6 E():   53 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (14-66:381-433) 
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                                10        20        30        40    
PAT___                  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
            50        60        70        80                        
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                        
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (21-39:138-156) 
 
                         10        20        30        40        50 
PAT___           GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
               60        70        80                          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLR                          
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 47; 31.1% identity (57.8% similar) in 45 aa overlap (32-71:255-299) 
 
              10        20        30        40             50       
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
         60        70        80                                     
PAT___ IGLPNDPSVRLHEALGYTARGTLR                                     
       ..: .  :  :. :.                                              
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (38-67:3-32) 
 
        10        20        30        40        50        60        
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
        70        80                                                
PAT___ HEALGYTARGTLR                                                
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (32-79:69-116) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
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              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (49-78:67-102) 
 
       20        30        40        50        60               70  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
              80                                                    
PAT___ GYTARGTLR                                                    
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (21-39:175-193) 
 
                         10        20        30        40        50 
PAT___           GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
               60        70        80                          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLR                          
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 20.3 E():   67 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (14-66:381-433) 
 
                                10        20        30        40    
PAT___                  GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
            50        60        70        80                        
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                        
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
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 initn:  39 init1:  39 opt:  42  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (1-16:182-196) 
 
                                             10          20         
PAT___                               GIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       30        40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                                            
gi|217 DLMMIEEYPYVVIL                                       
      210       220                                         
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 42; 38.9% identity (61.1% similar) in 18 aa overlap (1-16:182-196) 
 
                                             10          20         
PAT___                               GIAYAGPWKARNAYD--WTVESTVYVSHRH 
                                     :. :   : .::..:  :             
gi|217 HYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDY---WIVRNSFDTNWGDNGYGYFAANI 
             160       170       180          190       200         
 
       30        40        50        60        70        80 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                                            
gi|217 DLMMIEEYPYVVIL                                       
      210       220                                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (32-63:238-268) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (47-79:116-149) 
 
         20        30        40        50        60         70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
          80                                                        
PAT___ RGTLR                                                        
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (26-50:222-246) 
 
                    10        20        30        40        50      
PAT___      GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
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             200       210       220       230       240       250  
 
          60        70        80                                    
PAT___ VIGLPNDPSVRLHEALGYTARGTLR                                    
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (47-79:119-152) 
 
         20        30        40        50        60         70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
          80                                                        
PAT___ RGTLR                                                        
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (31-75:226-270) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:118-134) 
 
         20        30        40        50        60        70       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
         80                                                         
PAT___ GTLR                                                         
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (43-75:49-81) 
 
             20        30        40        50        60        70   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
             80                      
PAT___ YTARGTLR                      
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
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>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (31-58:184-210) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (44-77:24-57) 
 
            20        30        40        50        60        70    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
            80                                                  
PAT___ TARGTLR                                                  
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (27-65:316-351) 
 
                   10        20        30        40        50       
PAT___     GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
         60        70        80        
PAT___ IGLPNDPSVRLHEALGYTARGTLR        
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (61-73:113-125) 
 
               40        50        60        70        80           
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR           
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (61-73:113-125) 
 
               40        50        60        70        80           
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR           
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
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gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (32-79:80-127) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (55-63:32-40) 
 
           30        40        50        60        70        80     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR     
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (32-79:91-138) 
 
              10        20        30        40        50        60  
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2255



 

 

                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              70        80                                          
PAT___ DPSVRLHEALGYTARGTLR                                          
       .: .  :  :.  : :..                                           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:154-170) 
 
         20        30        40        50        60        70       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         80                                                         
PAT___ GTLR                                                         
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:154-170) 
 
         20        30        40        50        60        70       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         80                                                         
PAT___ GTLR                                                         
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (25-51:11-36) 
 
               10        20        30        40        50        60 
PAT___ GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                               :.: .. : ::...  . . . :. ::          
gi|184               MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRD 
                             10        20        30         40      
 
               70        80                                         
PAT___ NDPSVRLHEALGYTARGTLR                                         
                                                                    
gi|184 KDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVV 
          50        60        70        80        90       100      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (55-63:32-40) 
 
           30        40        50        60        70        80     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR     
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
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>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (57-63:9-15) 
 
         30        40        50        60        70        80       
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR       
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (20-41:124-147) 
 
                          10        20        30          40        
PAT___            GIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        50        60        70        80                            
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                            
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (20-41:124-147) 
 
                          10        20        30          40        
PAT___            GIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        50        60        70        80                            
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                            
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (20-41:124-147) 
 
                          10        20        30          40        
PAT___            GIAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        50        60        70        80                            
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                            
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.2 E():   87 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (24-46:182-206) 
 
                      10        20        30           40        50 
PAT___        GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
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               60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                      
gi|162 PKTKVIPYVRYL                   
              220                     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 17.0 E():   88 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (25-49:30-54) 
 
                    10        20        30        40        50      
PAT___      GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
          60        70        80                 
PAT___ VIGLPNDPSVRLHEALGYTARGTLR                 
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.5 E():   88 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (47-79:162-195) 
 
         20        30        40        50        60         70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
          80                                                        
PAT___ RGTLR                                                        
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (17-60:117-159) 
 
                             10        20        30        40       
PAT___               GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
         50        60        70        80                           
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR                           
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 15.0 E():   92 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (8-15:19-26) 
 
                          10        20        30        40          
PAT___            GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
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gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
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        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
PAT___         GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             60        70        80                                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLR                                 
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (24-38:118-132) 
 
                      10        20        30        40        50    
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PAT___        GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
            60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLR 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   97 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (33-42:3-12) 
 
             10        20        30        40        50        60   
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:.....:..                     
gi|131                             GPVGGVVHAHMMPLL                  
                                           10                       
 
             70        80 
PAT___ PSVRLHEALGYTARGTLR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:47 2011 done: Wed Jan 19 14:40:47 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 71  - 150 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30     7     2:*== 
  32    10     8:==*= 
  34    33    22:=======*=== 
  36    40    44:==============* 
  38    58    73:====================    * 
  40    99   102:=================================* 
  42   111   125:=====================================    * 
  44   114   137:======================================       * 
  46   128   140:===========================================   * 
  48   171   134:============================================*============ 
  50   140   122:========================================*====== 
  52   100   107:================================== * 
  54    89    92:==============================* 
  56    88    77:=========================*==== 
  58    52    63:==================  * 
  60    41    51:==============  * 
  62    42    41:=============* 
  64    21    33:=======   * 
  66    24    26:========* 
  68    30    20:======*=== 
  70     8    16:===  * 
  72    23    12:===*==== 
  74    14    10:===*= 
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  76    15     8:==*== 
  78     6     6:=* 
  80     0     5: * 
  82     4     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     2     0:=         *== 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.98580.00279; mu= 4.7811 0.144 
 mean_var=27.8772 7.365, 0's: 2 Z-trim: 8  B-trim: 22 in 1/43 
 Lambda= 0.242912 
 Kolmogorov-Smirnov  statistic: 0.0336 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.6   0.018 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   67 27.3    0.19 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   67 27.3    0.19 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   67 27.3     0.2 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   65 26.6    0.33 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   65 26.6    0.33 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.0       1 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.0       1 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.1     2.8 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.1     2.8 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.8     4.7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.8     4.9 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.1       6 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   51 21.8     6.3 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   51 21.7       7 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   51 21.7       7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 22.0     8.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   50 21.3      12 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.0      12 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.0      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.2      20 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.0      20 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.0      20 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.4      22 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   47 20.3      22 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   47 20.3      25 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   47 20.3      25 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   45 19.7      25 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      26 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      27 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      28 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      28 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      28 
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gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   46 19.9      29 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 19.9      30 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      30 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.5      30 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      31 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      31 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   46 19.9      33 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   46 19.9      33 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      36 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      36 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.6      37 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 19.9      38 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.4      38 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.4      38 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 19.9      39 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   47 20.1      40 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   47 20.1      40 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   45 19.5      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.8      42 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      43 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      45 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      46 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      46 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      46 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      46 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      46 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      46 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      46 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      46 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.1      48 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.1      48 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      48 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 19.2      51 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.6      52 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.6      52 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   47 20.1      53 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      53 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      57 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.3      58 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   43 18.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.4      62 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      64 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   43 18.9      65 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.3      66 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      67 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   46 19.7      68 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      69 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      69 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      71 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      71 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      72 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      73 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      74 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      75 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      77 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      78 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      78 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   42 18.5      78 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.6      82 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   42 18.5      82 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   42 18.5      82 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   42 18.5      82 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      82 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      82 
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gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      83 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.6      83 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.3      84 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      85 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      86 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.0      87 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.3      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      92 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      92 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      92 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      92 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      92 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      92 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      92 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      92 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      92 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      92 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      95 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      97 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.0      99 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   35 16.4      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 133.7  bits: 29.6 E(): 0.018 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (22-62:16-57) 
 
               10        20        30        40        50           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                            : .   .: :::.    : . ..:::: .. .:..  :  
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQ 
                     10        20        30        40        50     
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
       : :                                                          
gi|217 NLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLN 
           60        70        80        90       100       110     
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.6  bits: 27.3 E(): 0.19 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (30-78:81-129) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.2  bits: 27.3 E(): 0.19 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (30-78:92-140) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
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             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.0  bits: 27.3 E():  0.2 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (30-78:99-147) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 111.2  bits: 26.6 E(): 0.33 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (30-78:98-146) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 111.2  bits: 26.6 E(): 0.33 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (30-78:98-146) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
        .: .  :  :. :: :..                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 102.4  bits: 26.0 E():    1 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (11-65:107-168) 
 
                                   10        20        30        40 
PAT___                     IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                      50        60        70        80              
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA              
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 102.4  bits: 26.0 E():    1 
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Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (11-65:107-168) 
 
                                   10        20        30        40 
PAT___                     IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                      50        60        70        80              
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA              
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 94.4  bits: 23.1 E():  2.8 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (8-64:69-119) 
 
                                      10        20        30        
PAT___                        IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
        40        50        60        70        80                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                  
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 94.3  bits: 23.1 E():  2.8 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (8-64:70-120) 
 
                                      10        20        30        
PAT___                        IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
        40        50        60        70        80                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                  
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.0  bits: 21.6 E():  3.3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (2-15:53-66) 
 
                                            10        20        30  
PAT___                              IAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
              40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
                                                         
gi|323 RTNAAVTVR                                         
             90                                          
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.4  bits: 21.8 E():  4.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (29-61:3-35) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2266



 

 

                                   ::.  ..:.. ::   .: .:....... . . 
gi|226                           MARLATLAALFAALLLVAHAAAFRTTITTVDVDE 
                                         10        20        30     
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       :                                                            
gi|226 DIVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQM 
           40        50        60        70        80        90     
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 90.2  bits: 21.8 E():  4.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (49-80:70-105) 
 
       20        30        40        50         60         70       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
           80                                               
PAT___ RGTLRA                                               
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.5  bits: 22.1 E():    6 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (16-32:32-48) 
 
                              10        20        30        40      
PAT___                IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
          50        60        70        80                          
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                          
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.8 E():  6.3 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (2-15:77-90) 
 
                                            10        20        30  
PAT___                              IAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|283 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
         50        60        70        80        90       100       
 
              40        50        60        70        80            
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA            
                                                                    
gi|283 GQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQ 
        110       120       130       140       150       160       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 21.7 E():    7 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (2-15:94-107) 
 
                                            10        20        30  
PAT___                              IAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|158 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA            
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gi|158 GQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQ 
           130       140       150       160       170       180    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 21.7 E():    7 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (2-15:94-107) 
 
                                            10        20        30  
PAT___                              IAYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|123 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA            
                                                                    
gi|123 GQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQ 
           130       140       150       160       170       180    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.5  bits: 22.0 E():  8.8 
Smith-Waterman score: 52; 30.0% identity (68.0% similar) in 50 aa overlap (31-78:50-98) 
 
               10        20        30        40        50           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
      60         70        80                                       
PAT___ NDPSVRLHEA-LGYTARGTLRA                                       
          . .. :: .. ...: :                                         
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.4  bits: 21.3 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (24-57:97-129) 
 
                      10        20        30        40        50    
PAT___        IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
            60        70        80                                  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRA                                  
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.1  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (20-32:63-75) 
 
                          10        20        30        40          
PAT___            IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
      50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
                                       
gi|387 TIPR                            
                                       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 50; 33.3% identity (68.9% similar) in 45 aa overlap (31-74:17-59) 
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               10        20        30        40        50           
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. . .: 
gi|226               ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVP 
                             10        20        30         40      
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
          . .  :: ..::                                              
gi|226 PADKYKTFEA-AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVT 
          50         60        70        80        90       100     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 82.9  bits: 21.0 E():   12 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (8-68:70-134) 
 
                                      10        20        30        
PAT___                        IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
           40        50         60        70        80              
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRA              
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.2  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (7-68:100-168) 
 
                                       10        20         30      
PAT___                         IAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
          40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
       : .::. ...  :     .:.::   ::: .:  : : .             
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD    
     130       140       150       160       170           
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (9-58:112-155) 
 
                                     10        20        30         
PAT___                       IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
       40        50        60        70        80                   
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                   
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.1  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (7-68:102-170) 
 
                                       10        20         30      
PAT___                         IAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
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              80        90       100       110       120       130  
 
          40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
       : .::. ...  :     .:.::   ::: .:  : : .             
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD    
             140       150       160       170             
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (7-68:103-171) 
 
                                       10        20         30      
PAT___                         IAYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
          40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
       : .::. ...  :     .:.::   ::: .:  : : .             
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD    
            140       150       160       170       180    
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 51; 34.5% identity (72.4% similar) in 29 aa overlap (42-70:270-298) 
 
              20        30        40        50        60        70  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.  
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
              80                                                    
PAT___ YTARGTLRA                                                    
                                                                    
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 20.3 E():   22 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (31-78:68-115) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2270



 

 

 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 77.2  bits: 19.7 E():   25 
Smith-Waterman score: 45; 25.0% identity (55.8% similar) in 52 aa overlap (1-51:110-161) 
 
                                             10        20        30 
PAT___                               IAYAGPWKARNAYDWTVESTVYVSHRHQRL 
                                     .: :::    . .  :.  : ... .:  . 
gi|501 GNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVF 
      80        90       100       110       120       130          
 
                40        50        60        70        80 
PAT___ GLGSTLYTH-LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
       :  .   .. ..: .:: : .:                              
gi|501 GEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL             
     140       150       160       170                     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.0  bits: 22.8 E():   26 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (40-63:481-504) 
 
      10        20        30        40        50        60          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
      70        80                                                  
PAT___ LGYTARGTLRA                                                  
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (18-76:61-124) 
 
                            10        20             30        40   
PAT___              IAYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
             50         60        70        80                      
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRA                      
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (18-60:61-109) 
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                            10        20        30        40        
PAT___              IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
           50           60        70        80                      
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRA                      
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (7-14:19-26) 
 
                           10        20        30        40         
PAT___             IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (7-14:19-26) 
 
                           10        20        30        40         
PAT___             IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (31-56:50-75) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (31-78:69-116) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :.:                                           
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (3-38:75-110) 
 
                                           10        20        30   
PAT___                             IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
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                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
             40        50        60        70        80             
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA             
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (42-70:271-299) 
 
              20        30        40        50        60        70  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
              80                                                    
PAT___ YTARGTLRA                                                    
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 48; 24.2% identity (59.7% similar) in 62 aa overlap (14-75:216-274) 
 
                                10        20        30        40    
PAT___                  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     .:.. . . :   .. :: :..  : . .. 
gi|111 LGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVI--NMSLG-GASGSTAMKQA 
         190       200       210       220         230        240   
 
            50        60        70        80                        
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                        
       ..    :.::.: .  :. :    ...:: :.                             
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
gi|111 MAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSASQVRNRLSSTATYLG 
            310       320       330       340       350       360   
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (20-38:174-192) 
 
                          10        20        30        40          
PAT___            IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
      50        60        70        80                         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRA                         
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (20-50:175-199) 
 
                          10        20        30        40          
PAT___            IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
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      50        60        70        80                              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRA                              
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (31-78:93-140) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (31-78:93-140) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :.:                                           
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (42-70:270-298) 
 
              20        30        40        50        60        70  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
              80                                                    
PAT___ YTARGTLRA                                                    
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (46-78:12-45) 
 
          20        30        40        50        60         70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
           80                                                       
PAT___ RGTLRA                                                       
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.3  bits: 19.6 E():   37 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (26-64:187-222) 
 
                    10        20        30        40        50      
PAT___      IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
          60        70        80       
PAT___ IGLPNDPSVRLHEALGYTARGTLRA       
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.9 E():   38 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (3-38:135-170) 
 
                                           10        20        30   
PAT___                             IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA             
        :  ::                                                       
gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (45-75:35-67) 
 
           20        30        40        50           60        70  
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
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           10        20        30        40        50         60    
 
              80                                         
PAT___ YTARGTLRA                                         
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (45-75:35-67) 
 
           20        30        40        50           60        70  
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              80                                         
PAT___ YTARGTLRA                                         
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (49-63:11-25) 
 
       20        30        40        50        60        70         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
       80                                                           
PAT___ RA                                                           
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (49-63:11-25) 
 
       20        30        40        50        60        70         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
       80                                                           
PAT___ RA                                                           
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.9 E():   39 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (3-38:135-170) 
 
                                           10        20        30   
PAT___                             IAYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
             40        50        60        70        80             
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA             
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2276



 

 

 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (1-34:250-290) 
 
                                             10        20           
PAT___                               IAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|212 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             30        40        50        60        70        80   
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA   
             :.: ::                                                 
gi|212 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 47; 26.2% identity (54.8% similar) in 42 aa overlap (1-34:250-290) 
 
                                             10        20           
PAT___                               IAYAGPWKARNAYDWTVESTVYVSHRHQ-- 
                                     .:  : :.  .. .:::  .  ....:.   
gi|833 AVTKGHGFQGVTSRWGTKKLPRKTHKGLRKVACIGAWHPSHV-QWTVARAGQMGYHHRTS 
     220       230       240       250       260        270         
 
             30        40        50        60        70        80   
PAT___ ------RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA   
             :.: ::                                                 
gi|833 CNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVKKRVMT 
      280       290       300       310       320       330         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 48 aa overlap (31-78:93-140) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.8 E():   42 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (10-17:234-241) 
 
                                    10        20        30          
PAT___                      IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
      40        50        60        70        80                    
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                    
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (43-61:44-62) 
 
             20        30        40        50        60        70   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
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                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
             80                                                     
PAT___ TARGTLRA                                                     
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (31-69:35-72) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:91-116) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
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gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
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              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (32-55:92-117) 
 
              10        20        30          40        50          
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRA                   
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.7 E():   46 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (29-61:18-50) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                   ::.  ..: . ::   .: .:....... . . 
gi|313            RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDE 
                          10        20        30        40          
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       :                                                            
gi|313 DIDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQ 
      50        60        70        80        90       100          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (43-61:17-35) 
 
             20        30        40        50        60        70   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
             80                                                     
PAT___ TARGTLRA                                                     
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (43-61:17-35) 
 
             20        30        40        50        60        70   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
             80                                                     
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PAT___ TARGTLRA                                                     
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.1  bits: 20.4 E():   48 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (40-63:104-126) 
 
      10        20        30        40        50        60          
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
      70        80                                                  
PAT___ LGYTARGTLRA                                                  
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (26-64:250-285) 
 
                    10        20        30        40        50      
PAT___      IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
          60        70        80       
PAT___ IGLPNDPSVRLHEALGYTARGTLRA       
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 44; 25.0% identity (45.8% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 71.5  bits: 20.6 E():   52 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (13-65:381-433) 
 
                                 10        20        30        40   
PAT___                   IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
             50        60        70        80                       
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                       
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 71.5  bits: 20.6 E():   52 
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Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (13-65:381-433) 
 
                                 10        20        30        40   
PAT___                   IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
             50        60        70        80                       
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                       
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 47; 31.1% identity (57.8% similar) in 45 aa overlap (31-70:255-299) 
 
               10        20        30        40             50      
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
          60        70        80                                    
PAT___ IGLPNDPSVRLHEALGYTARGTLRA                                    
       ..: .  :  :. :.                                              
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (20-38:138-156) 
 
                          10        20        30        40          
PAT___            IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
      50        60        70        80                         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRA                         
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.5 E():   57 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (37-66:3-32) 
 
         10        20        30        40        50        60       
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
         70        80                                               
PAT___ HEALGYTARGTLRA                                               
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (68-80:106-118) 
 
        40        50        60        70        80                  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                  
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
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gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (31-78:69-116) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (48-77:67-102) 
 
        20        30        40        50        60               70 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
               80                                                   
PAT___ GYTARGTLRA                                                   
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (20-38:175-193) 
 
                          10        20        30        40          
PAT___            IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
      50        60        70        80                         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRA                         
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 20.3 E():   66 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (13-65:381-433) 
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                                 10        20        30        40   
PAT___                   IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
             50        60        70        80                       
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                       
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (31-62:238-268) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 46; 33.3% identity (50.0% similar) in 36 aa overlap (4-38:16-50) 
 
                           10        20         30        40        
PAT___             IAYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                      :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
        50        60        70        80                            
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                            
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (25-49:222-246) 
 
                     10        20        30        40        50     
PAT___       IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
           60        70        80                                   
PAT___ VIGLPNDPSVRLHEALGYTARGTLRA                                   
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (46-78:116-149) 
 
          20        30        40        50        60         70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
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           80                                                       
PAT___ RGTLRA                                                       
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (46-78:119-152) 
 
          20        30        40        50        60         70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
           80                                                       
PAT___ RGTLRA                                                       
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (30-74:226-270) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:118-134) 
 
          20        30        40        50        60        70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
          80                                                        
PAT___ GTLRA                                                        
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (42-74:49-81) 
 
              20        30        40        50        60        70  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
              80                     
PAT___ YTARGTLRA                     
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
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 initn:  39 init1:  39 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (30-57:184-210) 
 
                10        20        30        40        50          
PAT___  IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
      60        70        80                                        
PAT___ NDPSVRLHEALGYTARGTLRA                                        
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (43-76:24-57) 
 
             20        30        40        50        60        70   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
             80                                                 
PAT___ TARGTLRA                                                 
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (26-64:316-351) 
 
                    10        20        30        40        50      
PAT___      IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
          60        70        80       
PAT___ IGLPNDPSVRLHEALGYTARGTLRA       
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (60-72:113-125) 
 
      30        40        50        60        70        80          
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA          
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (60-72:113-125) 
 
      30        40        50        60        70        80          
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA          
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
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            150       160         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (31-78:80-127) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (54-62:32-40) 
 
            30        40        50        60        70        80    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA    
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (31-78:91-138) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
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               70        80        90       100       110       120 
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
       .: .  :  :.  : :..                                           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:154-170) 
 
          20        30        40        50        60        70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
          80                                                        
PAT___ GTLRA                                                        
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:154-170) 
 
          20        30        40        50        60        70      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
          80                                                        
PAT___ GTLRA                                                        
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (24-50:11-36) 
 
               10        20        30        40        50        60 
PAT___ IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                              :.: .. : ::...  . . . :. ::           
gi|184              MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDK 
                            10        20        30         40       
 
               70        80                                         
PAT___ DPSVRLHEALGYTARGTLRA                                         
                                                                    
gi|184 DGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVA 
         50        60        70        80        90       100       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (54-62:32-40) 
 
            30        40        50        60        70        80    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA    
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
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Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (19-40:124-147) 
 
                           10        20          30        40       
PAT___             IAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         50        60        70        80                           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                           
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (19-40:124-147) 
 
                           10        20          30        40       
PAT___             IAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         50        60        70        80                           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                           
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (19-40:124-147) 
 
                           10        20          30        40       
PAT___             IAYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         50        60        70        80                           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                           
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (56-62:9-15) 
 
          30        40        50        60        70        80      
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA      
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (23-45:182-206) 
 
                       10        20        30           40          
PAT___         IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
      50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
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gi|162 PKTKVIPYVRYL                    
              220                      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (46-78:162-195) 
 
          20        30        40        50        60         70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
           80                                                       
PAT___ RGTLRA                                                       
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (24-48:30-54) 
 
                     10        20        30        40        50     
PAT___       IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
           60        70        80                
PAT___ VIGLPNDPSVRLHEALGYTARGTLRA                
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (16-59:117-159) 
 
                              10        20        30        40      
PAT___                IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
          50        60        70        80                          
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA                          
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 15.0 E():   92 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (7-14:19-26) 
 
                           10        20        30        40         
PAT___             IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
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>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
PAT___          IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              60        70        80                                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRA                                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (23-37:118-132) 
 
                       10        20        30        40        50   
PAT___         IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
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gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
             60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRA 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   97 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (32-41:3-12) 
 
              10        20        30        40        50        60  
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:.....:..                     
gi|131                             GPVGGVVHAHMMPLL                  
                                           10                       
 
              70        80 
PAT___ PSVRLHEALGYTARGTLRA 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (27-60:237-273) 
 
                   10        20        30        40        50       
PAT___     IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
            60        70        80                                  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRA                                  
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 16.4 E():   99 
Smith-Waterman score: 38; 35.0% identity (75.0% similar) in 20 aa overlap (41-60:18-35) 
 
               20        30        40        50        60        70 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     .:.:::....:   ..  ::           
gi|162              LSKDIGSESTEDQAMEDIKQMEAESISSSEEIV--PNSVEQKQIQKE 
                            10        20        30          40      
 
               80                      
PAT___ GYTARGTLRA                      
                                       
gi|162 DVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
          50        60        70       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:48 2011 done: Wed Jan 19 14:40:48 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 72  - 151 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2293



 

 

 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     8     2:*== 
  32     7     8:==* 
  34    35    22:=======*==== 
  36    39    44:============= * 
  38    57    73:===================     * 
  40   104   102:=================================*= 
  42   109   125:=====================================    * 
  44   111   137:=====================================        * 
  46   127   140:===========================================   * 
  48   171   134:============================================*============ 
  50   138   122:========================================*===== 
  52   107   107:===================================* 
  54    87    92:============================= * 
  56    85    77:=========================*=== 
  58    56    63:=================== * 
  60    40    51:==============  * 
  62    41    41:=============* 
  64    22    33:========  * 
  66    27    26:========* 
  68    30    20:======*=== 
  70     9    16:===  * 
  72    21    12:===*=== 
  74    13    10:===*= 
  76    14     8:==*== 
  78     6     6:=* 
  80     1     5:=* 
  82     3     3:* 
  84     0     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     2     0:=         *== 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.96930.00267; mu= 4.7812 0.138 
 mean_var=28.0342 7.473, 0's: 2 Z-trim: 8  B-trim: 22 in 1/43 
 Lambda= 0.242231 
 Kolmogorov-Smirnov  statistic: 0.0363 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.6   0.018 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   67 27.3    0.19 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   67 27.3     0.2 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   67 27.3     0.2 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   65 26.6    0.33 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   65 26.6    0.33 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.0       1 
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gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.0       1 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.1     2.8 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.1     2.8 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 21.6     3.3 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   55 23.1     3.6 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.8     4.7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.8     4.8 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.1       6 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   51 21.8     6.2 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   51 21.7     6.9 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   51 21.7     6.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 22.0     8.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      12 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.0      12 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.8      17 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.0      19 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.2      20 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.0      20 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.0      20 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   47 20.3      22 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   47 20.3      24 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   47 20.3      25 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.9      26 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      27 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      28 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      28 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      28 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   46 19.9      29 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 19.9      29 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.5      29 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      31 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      31 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   46 19.9      32 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   46 19.9      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      33 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      35 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      35 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.6      36 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 19.9      37 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.4      37 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.4      37 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 19.9      38 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   45 19.6      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 19.9      41 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.4      41 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      42 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.6      43 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      45 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.7      45 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      45 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      45 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.1      47 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.1      47 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      47 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 19.2      50 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.7      51 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.7      51 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      52 
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gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      56 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.3      58 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   43 18.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.5      61 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      63 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   43 18.9      64 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.3      65 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      66 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   46 19.7      67 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      68 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      68 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      70 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      70 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      71 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      72 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      73 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      76 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.0      77 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.0      77 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   42 18.5      77 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   42 18.5      81 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   42 18.5      81 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   42 18.5      81 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      81 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      81 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      82 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      82 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      82 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      82 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      82 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      83 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      84 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      85 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      86 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      88 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      91 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      91 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      91 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      91 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      91 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      91 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      91 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      91 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      91 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      91 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      93 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      97 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      97 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   35 16.4      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 133.6  bits: 29.6 E(): 0.018 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (21-61:16-57) 
 
               10        20        30        40        50           
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPN 
                           : .   .: :::.    : . ..:::: .. .:..  : : 
gi|217      MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQN 
                    10        20        30        40        50      
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
        :                                                           
gi|217 LPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLND 
          60        70        80        90       100       110      
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.6  bits: 27.3 E(): 0.19 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (29-77:81-129) 
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                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.2  bits: 27.3 E():  0.2 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (29-77:92-140) 
 
                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        .: .  :  :. :: :..                                          
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  67 init1:  67 opt:  67  Z-score: 115.0  bits: 27.3 E():  0.2 
Smith-Waterman score: 67; 30.6% identity (53.1% similar) in 49 aa overlap (29-77:99-147) 
 
                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 111.2  bits: 26.6 E(): 0.33 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (29-77:98-146) 
 
                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        .: .  :  :. :: :..                                          
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 111.2  bits: 26.6 E(): 0.33 
Smith-Waterman score: 65; 30.6% identity (51.0% similar) in 49 aa overlap (29-77:98-146) 
 
                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
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       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        .: .  :  :. :: :..                                          
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 102.4  bits: 26.0 E():    1 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (10-64:107-168) 
 
                                    10        20        30          
PAT___                      AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
             40        50        60        70        80             
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA             
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 102.4  bits: 26.0 E():    1 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (10-64:107-168) 
 
                                    10        20        30          
PAT___                      AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
             40        50        60        70        80             
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA             
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 94.4  bits: 23.1 E():  2.8 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (7-63:69-119) 
 
                                       10        20        30       
PAT___                         AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
         40        50        60        70        80                 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                 
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 94.4  bits: 23.1 E():  2.8 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (7-63:70-120) 
 
                                       10        20        30       
PAT___                         AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
         40        50        60        70        80                 
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PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                 
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 93.1  bits: 21.6 E():  3.3 
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (1-14:53-66) 
 
                                             10        20        30 
PAT___                               AYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL 
             30        40        50        60        70        80   
 
               40        50        60        70        80 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
                                                          
gi|323 RTNAAVTVR                                          
             90                                           
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 92.5  bits: 23.1 E():  3.6 
Smith-Waterman score: 55; 28.3% identity (66.0% similar) in 53 aa overlap (30-80:17-68) 
 
               10        20        30        40        50           
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--P 
                                    : ..:   .::....: :::..::. .   : 
gi|226              ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPP 
                            10        20        30         40       
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        :    .. :.  ...... ::                                       
gi|226 ADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTL 
         50        60        70        80        90       100       
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.5  bits: 21.8 E():  4.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (28-60:3-35) 
 
               10        20        30        40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                  ::.  ..:.. ::   .: .:....... . .: 
gi|226                          MARLATLAALFAALLLVAHAAAFRTTITTVDVDED 
                                        10        20        30      
 
               70        80                                         
PAT___ PSVRLHEALGYTARGTLRAA                                         
                                                                    
gi|226 IVNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMD 
          40        50        60        70        80        90      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 90.2  bits: 21.8 E():  4.8 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (48-79:70-105) 
 
        20        30        40        50         60         70      
PAT___+ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
            80                                              
PAT___ RGTLRAA                                              
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.5  bits: 22.1 E():    6 
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Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (15-31:32-48) 
 
                               10        20        30        40     
PAT___                 AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
           50        60        70        80                         
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                         
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.2  bits: 21.8 E():  6.2 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (1-14:77-90) 
 
                                             10        20        30 
PAT___                               AYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|283 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
         50        60        70        80        90       100       
 
               40        50        60        70        80           
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA           
                                                                    
gi|283 GQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQ 
        110       120       130       140       150       160       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.4  bits: 21.7 E():  6.9 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (1-14:94-107) 
 
                                             10        20        30 
PAT___                               AYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|158 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA           
                                                                    
gi|158 GQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQ 
           130       140       150       160       170       180    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.4  bits: 21.7 E():  6.9 
Smith-Waterman score: 51; 42.9% identity (64.3% similar) in 14 aa overlap (1-14:94-107) 
 
                                             10        20        30 
PAT___                               AYAGPWKARNAYDWTVESTVYVSHRHQRLG 
                                     :: . : : . :.:                 
gi|123 GVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAH 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA           
                                                                    
gi|123 GQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQ 
           130       140       150       160       170       180    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.6  bits: 22.0 E():  8.7 
Smith-Waterman score: 52; 30.0% identity (68.0% similar) in 50 aa overlap (30-77:50-98) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2300



 

 

 
       60         70        80                                      
PAT___ NDPSVRLHEA-LGYTARGTLRAA                                      
          . .. :: .. ...: :                                         
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.5  bits: 21.3 E():   11 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (23-56:97-129) 
 
                       10        20        30        40        50   
PAT___         AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
             60        70        80                                 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAA                                 
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.1  bits: 19.9 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (19-31:63-75) 
 
                           10        20        30        40         
PAT___             AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
       50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
                                        
gi|387 TIPR                             
                                        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.0  bits: 21.0 E():   12 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (7-67:70-134) 
 
                                       10        20        30       
PAT___                         AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
            40        50         60        70        80             
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAA             
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (41-80:270-309) 
 
               20        30        40        50        60        70 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
               80                                                   
PAT___ YTARGTLRAA                                                   
         ... :. :                                                   
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gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.3  bits: 20.0 E():   19 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (6-67:100-168) 
 
                                        10        20         30     
PAT___                          AYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
           40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
       : .::. ...  :     .:.::   ::: .:  : : .              
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD     
     130       140       150       160       170            
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (8-57:112-155) 
 
                                      10        20        30        
PAT___                        AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
        40        50        60        70        80                  
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                  
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.2  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (6-67:102-170) 
 
                                        10        20         30     
PAT___                          AYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
           40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
       : .::. ...  :     .:.::   ::: .:  : : .              
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD     
             140       150       160       170              
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.1  bits: 20.0 E():   20 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (6-67:103-171) 
 
                                        10        20         30     
PAT___                          AYAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
           40              50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
       : .::. ...  :     .:.::   ::: .:  : : .              
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD     
            140       150       160       170       180     
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 20.3 E():   22 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (30-77:68-115) 
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                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (30-77:91-138) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 47; 25.0% identity (45.8% similar) in 48 aa overlap (30-77:91-138) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.1  bits: 22.9 E():   26 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (39-62:481-504) 
 
       10        20        30        40        50        60         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
       70        80                                                 
PAT___ LGYTARGTLRAA                                                 
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (17-75:61-124) 
 
                             10        20             30        40  
PAT___               AYAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
              50         60        70        80                     
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PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAA                     
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (17-59:61-109) 
 
                             10        20        30        40       
PAT___               AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
            50           60        70        80                     
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAA                     
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (30-55:50-75) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (6-13:19-26) 
 
                            10        20        30        40        
PAT___              AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (6-13:19-26) 
 
                            10        20        30        40        
PAT___              AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.9 E():   29 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (30-77:69-116) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
      60        70        80                                        
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PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :.:                                           
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.0  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (41-69:271-299) 
 
               20        30        40        50        60        70 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
               80                                                   
PAT___ YTARGTLRAA                                                   
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.9 E():   29 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (2-37:75-110) 
 
                                            10        20        30  
PAT___                              AYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
              40        50        60        70        80            
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA            
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 48; 24.2% identity (59.7% similar) in 62 aa overlap (13-74:216-274) 
 
                                 10        20        30        40   
PAT___                   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     .:.. . . :   .. :: :..  : . .. 
gi|111 LGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVI--NMSLG-GASGSTAMKQA 
         190       200       210       220         230        240   
 
             50        60        70        80                       
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                       
       ..    :.::.: .  :. :    ...:: :.                             
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
gi|111 MAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSASQVRNRLSSTATYLG 
            310       320       330       340       350       360   
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (19-37:174-192) 
 
                           10        20        30        40         
PAT___             AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
       50        60        70        80                        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                        
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (19-49:175-199) 
 
                           10        20        30        40         
PAT___             AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
       50        60        70        80                             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                             
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (30-77:93-140) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :.:                                           
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 25.0% identity (50.0% similar) in 48 aa overlap (30-77:93-140) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (41-69:270-298) 
 
               20        30        40        50        60        70 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
               80                                                   
PAT___ YTARGTLRAA                                                   
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (45-77:12-45) 
 
           20        30        40        50         60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
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                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
            80                                                      
PAT___ RGTLRAA                                                      
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (25-63:187-222) 
 
                     10        20        30        40        50     
PAT___       AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
           60        70        80      
PAT___ IGLPNDPSVRLHEALGYTARGTLRAA      
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.9 E():   37 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (2-37:135-170) 
 
                                            10        20        30  
PAT___                              AYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA            
        :  ::                                                       
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gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (44-74:35-67) 
 
            20        30        40        50           60        70 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               80                                        
PAT___ YTARGTLRAA                                        
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (44-74:35-67) 
 
            20        30        40        50           60        70 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               80                                        
PAT___ YTARGTLRAA                                        
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (48-62:11-25) 
 
        20        30        40        50        60        70        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
        80                                                          
PAT___ RAA                                                          
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (48-62:11-25) 
 
        20        30        40        50        60        70        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
        80                                                          
PAT___ RAA                                                          
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (2-37:135-170) 
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                                            10        20        30  
PAT___                              AYAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA            
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 48 aa overlap (30-77:93-140) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :.:                                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (9-16:234-241) 
 
                                     10        20        30         
PAT___                       AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
       40        50        60        70        80                   
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                   
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (30-80:255-310) 
 
                10        20        30        40             50     
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
           60        70        80                                   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAA                                   
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (42-60:44-62) 
 
              20        30        40        50        60        70  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
              80                                                    
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PAT___ TARGTLRAA                                                    
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (30-68:35-72) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:91-116) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (31-54:92-117) 
 
               10        20        30          40        50         
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAA                  
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (28-60:18-50) 
 
               10        20        30        40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                  ::.  ..: . ::   .: .:....... . .: 
gi|313           RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDED 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ PSVRLHEALGYTARGTLRAA                                         
                                                                    
gi|313 IDNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQC 
               60        70        80        90       100       110 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (42-60:17-35) 
 
              20        30        40        50        60        70  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
              80                                                    
PAT___ TARGTLRAA                                                    
                                                                    
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (42-60:17-35) 
 
              20        30        40        50        60        70  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
              80                                                    
PAT___ TARGTLRAA                                                    
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
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>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.3  bits: 20.4 E():   47 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (39-62:104-126) 
 
       10        20        30        40        50        60         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
       70        80                                                 
PAT___ LGYTARGTLRAA                                                 
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (25-63:250-285) 
 
                     10        20        30        40        50     
PAT___       AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
           60        70        80      
PAT___ IGLPNDPSVRLHEALGYTARGTLRAA      
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 44; 25.0% identity (45.8% similar) in 48 aa overlap (30-77:91-138) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 71.7  bits: 20.7 E():   51 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (12-64:381-433) 
 
                                  10        20        30        40  
PAT___                    AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
              50        60        70        80                      
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                      
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 71.7  bits: 20.7 E():   51 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (12-64:381-433) 
 
                                  10        20        30        40  
PAT___                    AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
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gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
              50        60        70        80                      
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                      
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (19-37:138-156) 
 
                           10        20        30        40         
PAT___             AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
       50        60        70        80                        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                        
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (36-65:3-32) 
 
          10        20        30        40        50        60      
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
          70        80                                              
PAT___ HEALGYTARGTLRAA                                              
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (67-79:106-118) 
 
         40        50        60        70        80                 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (30-77:69-116) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (47-76:67-102) 
 
         20        30        40        50        60                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
      70        80                                                  
PAT___ GYTARGTLRAA                                                  
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (19-37:175-193) 
 
                           10        20        30        40         
PAT___             AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
       50        60        70        80                        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                        
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 43; 25.0% identity (45.8% similar) in 48 aa overlap (30-77:91-138) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 20.3 E():   65 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (12-64:381-433) 
 
                                  10        20        30        40  
PAT___                    AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
              50        60        70        80                      
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                      
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (30-61:238-268) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
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       210       220       230       240       250       260        
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 33.3% identity (50.0% similar) in 36 aa overlap (3-37:16-50) 
 
                            10        20         30        40       
PAT___              AYAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                      :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
         50        60        70        80                           
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                           
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (24-48:222-246) 
 
                      10        20        30        40        50    
PAT___        AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
            60        70        80                                  
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAA                                  
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.6 E():   68 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (45-77:116-149) 
 
           20        30        40        50         60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
            80                                                      
PAT___ RGTLRAA                                                      
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (45-77:119-152) 
 
           20        30        40        50         60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
            80                                                      
PAT___ RGTLRAA                                                      
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
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>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (29-73:226-270) 
 
                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:118-134) 
 
           20        30        40        50        60        70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
           80                                                       
PAT___ GTLRAA                                                       
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (41-73:49-81) 
 
               20        30        40        50        60        70 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
               80                    
PAT___ YTARGTLRAA                    
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 47; 32.1% identity (64.3% similar) in 28 aa overlap (29-56:184-210) 
 
                 10        20        30        40        50         
PAT___   AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
       60        70        80                                       
PAT___ NDPSVRLHEALGYTARGTLRAA                                       
                                                                    
gi|370 GGVAPDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSK 
            220       230       240       250       260       270   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (42-75:24-57) 
 
              20        30        40        50        60        70  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
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                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
              80                                                
PAT___ TARGTLRAA                                                
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (25-63:316-351) 
 
                     10        20        30        40        50     
PAT___       AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
           60        70        80      
PAT___ IGLPNDPSVRLHEALGYTARGTLRAA      
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (59-71:113-125) 
 
       30        40        50        60        70        80         
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA         
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (59-71:113-125) 
 
       30        40        50        60        70        80         
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA         
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (30-77:80-127) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (30-77:91-138) 
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                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (30-77:91-138) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 42; 22.9% identity (47.9% similar) in 48 aa overlap (30-77:91-138) 
 
                10        20        30        40        50          
PAT___  AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      60        70        80                                        
PAT___ DPSVRLHEALGYTARGTLRAA                                        
       .: .  :  :.  : :..                                           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:154-170) 
 
           20        30        40        50        60        70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
           80                                                       
PAT___ GTLRAA                                                       
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:154-170) 
 
           20        30        40        50        60        70     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2319



 

 

           80                                                       
PAT___ GTLRAA                                                       
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (53-61:32-40) 
 
             30        40        50        60        70        80   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA   
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (23-49:11-36) 
 
               10        20        30        40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                             :.: .. : ::...  . . . :. ::            
gi|184             MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKD 
                           10        20        30         40        
 
               70        80                                         
PAT___ PSVRLHEALGYTARGTLRAA                                         
                                                                    
gi|184 GVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAK 
        50        60        70        80        90       100        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (53-61:32-40) 
 
             30        40        50        60        70        80   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA   
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (18-39:124-147) 
 
                            10        20          30        40      
PAT___              AYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          50        60        70        80                          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                          
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (18-39:124-147) 
 
                            10        20          30        40      
PAT___              AYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
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gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          50        60        70        80                          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                          
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (18-39:124-147) 
 
                            10        20          30        40      
PAT___              AYAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          50        60        70        80                          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                          
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (55-61:9-15) 
 
           30        40        50        60        70        80     
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA     
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (22-44:182-206) 
 
                        10        20        30           40         
PAT___          AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
       50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
                                        
gi|162 PKTKVIPYVRYL                     
              220                       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (45-77:162-195) 
 
           20        30        40        50         60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
            80                                                      
PAT___ RGTLRAA                                                      
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
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 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 17.1 E():   86 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (23-47:30-54) 
 
                      10        20        30        40        50    
PAT___        AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
            60        70        80               
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAA               
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (15-58:117-159) 
 
                               10        20        30        40     
PAT___                 AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
           50        60        70        80                         
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA                         
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
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         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
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>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
PAT___           AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
               60        70        80                               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAA                               
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 15.0 E():   91 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (6-13:19-26) 
 
                            10        20        30        40        
PAT___              AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (22-36:118-132) 
 
                        10        20        30        40        50  
PAT___          AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
              60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAA 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   97 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (31-40:3-12) 
 
               10        20        30        40        50        60 
PAT___ AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:.....:..                     
gi|131                             GPVGGVVHAHMMPLL                  
                                           10                       
 
               70        80 
PAT___ PSVRLHEALGYTARGTLRAA 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 19.1 E():   97 
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Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (26-59:237-273) 
 
                    10        20        30        40        50      
PAT___      AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
             60        70        80                                 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAA                                 
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 16.4 E():   98 
Smith-Waterman score: 38; 35.0% identity (75.0% similar) in 20 aa overlap (40-59:18-35) 
 
      10        20        30        40        50        60          
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     .:.:::....:   ..  ::           
gi|162              LSKDIGSESTEDQAMEDIKQMEAESISSSEEIV--PNSVEQKQIQKE 
                            10        20        30          40      
 
      70        80                     
PAT___ GYTARGTLRAA                     
                                       
gi|162 DVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
          50        60        70       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:48 2011 done: Wed Jan 19 14:40:48 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 73  - 152 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30     6     2:*= 
  32    13     8:==*== 
  34    38    21:======*====== 
  36    48    44:==============*= 
  38    96    73:========================*======= 
  40    95   102:================================ * 
  42    74   124:=========================                * 
  44   113   137:======================================       * 
  46   137   139:==============================================* 
  48   173   134:============================================*============= 
  50   118   122:========================================* 
  52   112   107:===================================*== 
  54    80    92:===========================   * 
  56    88    76:=========================*==== 
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  58    46    63:================    * 
  60    35    51:============    * 
  62    39    41:=============* 
  64    22    32:========  * 
  66    22    26:========* 
  68    26    20:======*== 
  70    12    16:==== * 
  72    21    12:===*=== 
  74    16    10:===*== 
  76    14     7:==*== 
  78     7     6:=*= 
  80     8     5:=*= 
  82     1     3:* 
  84     7     3:*== 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.89460.00276; mu= 5.3566 0.142 
 mean_var=25.5359 6.507, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.253804 
 Kolmogorov-Smirnov  statistic: 0.0378 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 30.2   0.012 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.3   0.047 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.2   0.049 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.2   0.051 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.5   0.084 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.5   0.084 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.4    0.75 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.4    0.75 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.5     2.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.5     2.3 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   55 23.4     2.9 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.1     3.8 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 22.1       4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.3     4.9 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 22.0     7.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 22.2     7.3 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.9     7.9 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.9     7.9 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.6     9.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   45 20.1     9.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.6     9.7 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.3      10 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.1      10 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.5      10 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.5      10 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.2      14 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.0      15 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.8      17 
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gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      17 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.2      17 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.2      17 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.2      17 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   46 20.2      18 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.5      19 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   46 20.2      20 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   46 20.2      20 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.5      22 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.1      22 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      24 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      24 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.5      24 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      25 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.9      26 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.9      26 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      26 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      26 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   46 20.1      26 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.1      26 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      27 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.1      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.1      27 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.1      28 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.1      28 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.1      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      29 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.9      30 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.2      32 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.2      32 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      33 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   46 20.0      33 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   46 20.0      34 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.6      34 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.6      34 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.8      34 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.8      34 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      36 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      37 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      37 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.4      38 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      39 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.8      41 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.4      41 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.8      41 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.8      41 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.8      42 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      43 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.2      44 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.2      44 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.8      46 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.8      46 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.4      46 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.4      47 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      48 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      51 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.4      53 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.6      56 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      58 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      59 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      61 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   46 19.9      61 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      62 
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gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.7      64 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      64 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.7      65 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      65 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      67 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.5      68 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.5      70 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      70 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.6      70 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.0      72 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.0      72 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      75 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      75 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      77 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      77 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      77 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      77 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      79 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      79 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      79 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      81 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      82 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      86 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      86 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      86 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      86 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      86 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      86 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      86 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      86 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      86 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      89 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      91 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      93 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   35 16.5      95 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      96 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      97 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      97 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   38 17.4      99 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   41 18.3      99 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   41 18.3      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 137.2  bits: 30.2 E(): 0.012 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (20-60:16-57) 
 
               10        20        30        40        50           
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                          : .   .: :::.    : . ..:::: .. .:..  : :  
gi|217     MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNL 
                   10        20        30        40        50       
 
      60        70        80                                        
PAT___ PSVRLHEALGYTARGTLRAAG                                        
       :                                                            
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 126.3  bits: 29.3 E(): 0.047 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (28-80:81-133) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
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        60        70        80                                      
PAT___ NDPSVRLHEALGYTARGTLRAAG                                      
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.9  bits: 29.2 E(): 0.049 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (28-80:92-144) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
        60        70        80                                      
PAT___+ NDPSVRLHEALGYTARGTLRAAG                                      
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.7  bits: 29.2 E(): 0.051 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (28-80:99-151) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
        60        70        80                                      
PAT___ NDPSVRLHEALGYTARGTLRAAG                                      
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.8  bits: 28.5 E(): 0.084 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (28-80:98-150) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        60        70        80                                      
PAT___ NDPSVRLHEALGYTARGTLRAAG                                      
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.8  bits: 28.5 E(): 0.084 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (28-80:98-150) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        60        70        80                                      
PAT___ NDPSVRLHEALGYTARGTLRAAG                                      
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
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>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.7  bits: 26.4 E(): 0.75 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (9-63:107-168) 
 
                                     10        20        30         
PAT___                       YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
              40        50        60        70        80            
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG            
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.7  bits: 26.4 E(): 0.75 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (9-63:107-168) 
 
                                     10        20        30         
PAT___                       YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
              40        50        60        70        80            
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG            
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.2  bits: 23.5 E():  2.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (6-62:69-119) 
 
                                        10        20        30      
PAT___                          YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
          40        50        60        70        80                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.1  bits: 23.5 E():  2.3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (6-62:70-120) 
 
                                        10        20        30      
PAT___                          YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
          40        50        60        70        80                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
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 initn:  38 init1:  38 opt:  55  Z-score: 94.2  bits: 23.4 E():  2.9 
Smith-Waterman score: 55; 28.3% identity (66.0% similar) in 53 aa overlap (29-79:17-68) 
 
               10        20        30        40        50           
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PN 
                                   : ..:   .::....: :::..::. .   :  
gi|226             ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPA 
                           10        20        30         40        
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       :    .. :.  ...... ::                                        
gi|226 DKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLT 
        50        60        70        80        90       100        
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 92.0  bits: 22.1 E():  3.8 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (27-59:3-35) 
 
               10        20        30        40        50        60 
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                 ::.  ..:.. ::   .: .:....... . .:  
gi|226                         MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDI 
                                       10        20        30       
 
               70        80                                         
PAT___ SVRLHEALGYTARGTLRAAG                                         
                                                                    
gi|226 VNQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDE 
         40        50        60        70        80        90       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 91.7  bits: 22.1 E():    4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (47-78:70-105) 
 
         20        30        40        50         60           70   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
             80                                             
PAT___ RGTLRAAG                                             
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.0  bits: 22.3 E():  4.9 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (14-30:32-48) 
 
                                10        20        30        40    
PAT___                  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
            50        60        70        80                        
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                        
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.2  bits: 22.0 E():  7.1 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (29-80:68-119) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
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        40        50        60        70        80        90        
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 87.0  bits: 22.2 E():  7.3 
Smith-Waterman score: 52; 30.0% identity (68.0% similar) in 50 aa overlap (29-76:50-98) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
        60         70        80                                     
PAT___ NDPSVRLHEA-LGYTARGTLRAAG                                     
          . .. :: .. ...: :                                         
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.1  bits: 21.6 E():  9.3 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (29-80:69-120) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
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>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 84.8  bits: 20.1 E():  9.7 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 13 aa overlap (1-13:54-66) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     : . : : . :.:                  
gi|323 DYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCLR 
            30        40        50        60        70        80    
 
               40        50        60        70        80 
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
                                                          
gi|323 TNAAVTVR                                           
            90                                            
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.7  bits: 21.6 E():  9.7 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (22-55:97-129) 
 
                        10        20        30        40        50  
PAT___          YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
              60        70        80                                
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAG                                
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.3  bits: 21.3 E():   10 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (6-66:70-134) 
 
                                        10        20        30      
PAT___                          YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
             40        50         60        70        80            
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAG            
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 84.2  bits: 20.1 E():   10 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (18-30:63-75) 
 
                            10        20        30        40        
PAT___              YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
                                         
gi|387 TIPR                              
                                         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (29-80:93-144) 
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                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (29-80:93-144) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.2  bits: 21.2 E():   14 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (29-80:93-144) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (40-79:270-309) 
 
      10        20        30        40        50        60          
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
      70        80                                                  
PAT___ YTARGTLRAAG                                                  
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.8 E():   17 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
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       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.4  bits: 21.4 E():   17 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (7-56:112-155) 
 
                                       10        20        30       
PAT___                         YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
         40        50        60        70        80                 
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                 
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (5-66:100-168) 
 
                                         10        20         30    
PAT___                           YAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
             40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
       : .::. ...  :     .:.::   ::: .:  : : .               
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD      
     130       140       150       160       170             
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.2  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (5-66:102-170) 
 
                                         10        20         30    
PAT___                           YAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
             40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
       : .::. ...  :     .:.::   ::: .:  : : .               
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD      
             140       150       160       170               
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.1  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (5-66:103-171) 
 
                                         10        20         30    
PAT___                           YAGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
             40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
       : .::. ...  :     .:.::   ::: .:  : : .               
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD      
            140       150       160       170       180      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 79.8  bits: 20.2 E():   18 
Smith-Waterman score: 46; 38.5% identity (61.5% similar) in 13 aa overlap (1-13:78-90) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     : . : : . :.:                  
gi|283 VGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHG 
        50        60        70        80        90       100        
 
               40        50        60        70        80           
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG           
                                                                    
gi|283 QPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQF 
       110       120       130       140       150       160        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 20.5 E():   19 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (29-80:69-120) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 46; 38.5% identity (61.5% similar) in 13 aa overlap (1-13:95-107) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     : . : : . :.:                  
gi|123 VGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHG 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG           
                                                                    
gi|123 QSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQF 
          130       140       150       160       170       180     
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 46; 38.5% identity (61.5% similar) in 13 aa overlap (1-13:95-107) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     : . : : . :.:                  
gi|158 VGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHG 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG           
                                                                    
gi|158 QPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQF 
          130       140       150       160       170       180     
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
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               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.4  bits: 23.1 E():   22 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (38-61:481-504) 
 
        10        20        30        40        50        60        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
        70        80                                                
PAT___ LGYTARGTLRAAG                                                
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (29-80:29-80) 
 
               10        20        30        40        50           
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
      60        70        80                                        
PAT___ PSVRLHEALGYTARGTLRAAG                                        
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (16-74:61-124) 
 
                              10        20             30        40 
PAT___                YAGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
               50         60        70        80                    
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAG                    
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (16-58:61-109) 
 
                              10        20        30        40      
PAT___                YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
             50           60        70        80                    
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAG                    
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       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (29-54:50-75) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (5-12:19-26) 
 
                             10        20        30        40       
PAT___               YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (5-12:19-26) 
 
                             10        20        30        40       
PAT___               YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 21.0 E():   26 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (40-68:271-299) 
 
      10        20        30        40        50        60          
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
      70        80                                                  
PAT___ YTARGTLRAAG                                                  
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 48; 24.2% identity (59.7% similar) in 62 aa overlap (12-73:216-274) 
 
                                  10        20        30        40  
PAT___                    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     .:.. . . :   .. :: :..  : . .. 
gi|111 LGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVI--NMSLG-GASGSTAMKQA 
         190       200       210       220         230        240   
 
              50        60        70        80                      
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                      
       ..    :.::.: .  :. :    ...:: :.                             
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
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gi|111 MAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSASQVRNRLSSTATYLG 
            310       320       330       340       350       360   
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (1-36:75-110) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|664 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
           50        60        70        80        90       100     
 
               40        50        60        70        80           
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG           
        :  ::                                                       
gi|664 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          110       120       130       140       150       160     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (29-80:80-131) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (29-80:57-108) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
        60        70        80                                      
PAT___ NDPSVRLHEALGYTARGTLRAAG                                      
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (18-36:174-192) 
 
                            10        20        30        40        
PAT___              YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
        50        60        70        80                       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                       
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (18-48:175-199) 
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                            10        20        30        40        
PAT___              YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
        50        60        70        80                            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                            
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (40-68:270-298) 
 
      10        20        30        40        50        60          
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
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      70        80                                                  
PAT___ YTARGTLRAAG                                                  
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.8  bits: 18.9 E():   30 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (44-76:12-45) 
 
            20        30        40        50         60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
             80                                                     
PAT___ RGTLRAAG                                                     
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (24-62:187-222) 
 
                      10        20        30        40        50    
PAT___        YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
            60        70        80     
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAG     
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (1-36:135-170) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|668 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG           
        :  ::                                                       
gi|668 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 46; 27.8% identity (55.6% similar) in 36 aa overlap (1-36:135-170) 
 
                                             10        20        30 
PAT___                               YAGPWKARNAYDWTVESTVYVSHRHQRLGL 
                                     ..: :.. :: . ::      . :.  ... 
gi|833 VGAYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSM 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG           
        :  ::                                                       
gi|833 CSQGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDS 
          170       180       190       200       210       220     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (43-73:35-67) 
 
             20        30        40        50           60          
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      70        80                                       
PAT___ YTARGTLRAAG                                       
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (43-73:35-67) 
 
             20        30        40        50           60          
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      70        80                                       
PAT___ YTARGTLRAAG                                       
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (47-61:11-25) 
 
         20        30        40        50        60        70       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
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                                   10        20        30        40 
 
         80                                                         
PAT___ RAAG                                                         
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (47-61:11-25) 
 
         20        30        40        50        60        70       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
         80                                                         
PAT___ RAAG                                                         
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (29-79:255-310) 
 
                 10        20        30        40             50    
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
            60        70        80                                  
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAG                                  
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (8-15:234-241) 
 
                                      10        20        30        
PAT___                        YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
        40        50        60        70        80                  
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                  
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
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>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (41-59:44-62) 
 
               20        30        40        50        60        70 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
               80                                                   
PAT___ TARGTLRAAG                                                   
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (29-67:35-72) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:91-116) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (29-80:68-119) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2344



 

 

                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
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gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (30-53:92-117) 
 
                10        20        30          40        50        
PAT___  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAG                 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (27-59:18-50) 
 
               10        20        30        40        50        60 
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                 ::.  ..: . ::   .: .:....... . .:  
gi|313          RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDI 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ SVRLHEALGYTARGTLRAAG                                         
                                                                    
gi|313 DNPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQ 
              60        70        80        90       100       110  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.1  bits: 20.6 E():   43 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (38-61:104-126) 
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        10        20        30        40        50        60        
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
        70        80                                                
PAT___ LGYTARGTLRAAG                                                
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (24-62:250-285) 
 
                      10        20        30        40        50    
PAT___        YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
            60        70        80     
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAG     
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 26.9% identity (55.2% similar) in 67 aa overlap (14-80:25-83) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                               :: :.: ..  ..::       . ::: .:.. ..  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERL-------SSLLKELEGKDINE 
               10        20        30               40        50    
 
      50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                             
       ...  :  .  ::    : . .: :.  :.:                             
gi|215 LISS-GSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (41-59:17-35) 
 
               20        30        40        50        60        70 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
               80                                                   
PAT___ TARGTLRAAG                                                   
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (11-63:381-433) 
 
                                   10        20        30        40 
PAT___                     YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
               50        60        70        80                     
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PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                     
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (11-63:381-433) 
 
                                   10        20        30        40 
PAT___                     YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
               50        60        70        80                     
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                     
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (29-80:92-143) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (29-80:93-144) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 19.0 E():   48 
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Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (18-36:138-156) 
 
                            10        20        30        40        
PAT___              YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
        50        60        70        80                       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                       
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (35-64:3-32) 
 
           10        20        30        40        50        60     
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
           70        80                                             
PAT___ HEALGYTARGTLRAAG                                             
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (66-78:106-118) 
 
          40        50        60        70        80                
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (46-75:67-102) 
 
          20        30        40        50        60                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
       70        80                                                 
PAT___ GYTARGTLRAAG                                                 
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (18-36:175-193) 
 
                            10        20        30        40        
PAT___              YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
        50        60        70        80                       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                       
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gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 20.5 E():   59 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (11-63:381-433) 
 
                                   10        20        30        40 
PAT___                     YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
               50        60        70        80                     
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                     
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (29-60:238-268) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 33.3% identity (50.0% similar) in 36 aa overlap (2-36:16-50) 
 
                             10        20         30        40      
PAT___               YAGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                      :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
          50        60        70        80                          
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                          
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (23-47:222-246) 
 
                       10        20        30        40        50   
PAT___         YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
             60        70        80                                 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAG                                 
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (44-76:116-149) 
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            20        30        40        50         60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
             80                                                     
PAT___ RGTLRAAG                                                     
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 19.3 E():   64 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (28-72:226-270) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
        60        70        80                                      
PAT___ NDPSVRLHEALGYTARGTLRAAG                                      
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.7 E():   65 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (44-76:119-152) 
 
            20        30        40        50         60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
             80                                                     
PAT___ RGTLRAAG                                                     
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:118-134) 
 
            20        30        40        50        60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
            80                                                      
PAT___ GTLRAAG                                                      
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 52; 28.6% identity (62.5% similar) in 56 aa overlap (28-80:184-237) 
 
                  10        20        30        40        50        
PAT___    YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
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          60         70        80                                   
PAT___ ND--PSVRL-HEALGYTARGTLRAAG                                   
       .   :...  .:::   . ....:::                                   
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.3  bits: 17.5 E():   68 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (40-72:49-81) 
 
      10        20        30        40        50        60          
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
      70        80                   
PAT___ YTARGTLRAAG                   
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (41-74:24-57) 
 
               20        30        40        50        60        70 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
               80                                               
PAT___ TARGTLRAAG                                               
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (24-62:316-351) 
 
                      10        20        30        40        50    
PAT___        YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
            60        70        80     
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAG     
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.6 E():   70 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (29-80:76-127) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (58-70:113-125) 
 
        30        40        50        60        70        80        
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG        
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (58-70:113-125) 
 
        30        40        50        60        70        80        
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG        
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:154-170) 
 
            20        30        40        50        60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
            80                                                      
PAT___ GTLRAAG                                                      
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:154-170) 
 
            20        30        40        50        60        70    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
            80                                                      
PAT___ GTLRAAG                                                      
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (52-60:32-40) 
 
              30        40        50        60        70        80  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG  
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
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 initn:  38 init1:  38 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (22-48:11-36) 
 
               10        20        30        40        50        60 
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                            :.: .. : ::...  . . . :. ::             
gi|184            MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDG 
                          10        20        30         40         
 
               70        80                                         
PAT___ SVRLHEALGYTARGTLRAAG                                         
                                                                    
gi|184 VIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKA 
       50        60        70        80        90       100         
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (17-38:124-147) 
 
                             10        20          30        40     
PAT___               YAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           50        60        70        80                         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                         
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (29-80:91-142) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (17-38:124-147) 
 
                             10        20          30        40     
PAT___               YAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           50        60        70        80                         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                         
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (17-38:124-147) 
 
                             10        20          30        40     
PAT___               YAGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
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           100       110       120       130       140       150    
 
           50        60        70        80                         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                         
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (52-60:32-40) 
 
              30        40        50        60        70        80  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG  
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (54-60:9-15) 
 
            30        40        50        60        70        80    
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG    
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (21-43:182-206) 
 
                         10        20        30           40        
PAT___           YAGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
                                         
gi|162 PKTKVIPYVRYL                      
              220                        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (44-76:162-195) 
 
            20        30        40        50         60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
             80                                                     
PAT___ RGTLRAAG                                                     
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (14-57:117-159) 
 
                                10        20        30        40    
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PAT___                  YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
            50        60        70        80                        
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                        
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (22-46:30-54) 
 
                       10        20        30        40        50   
PAT___         YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
             60        70        80              
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAG              
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
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gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
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                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
PAT___            YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
      50        60        70        80                              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAG                              
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (21-35:118-132) 
 
                         10        20        30        40        50 
PAT___           YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
               60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAG 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.2  bits: 15.0 E():   89 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (5-12:19-26) 
 
                             10        20        30        40       
PAT___               YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 19.2 E():   91 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (25-58:237-273) 
 
                     10        20        30        40           50  
PAT___       YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
              60        70        80                                
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAG                                
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 19.7 E():   93 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (12-45:183-216) 
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                                  10        20         30        40 
PAT___                    YAGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
               50        60        70        80                     
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG                     
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 16.5 E():   95 
Smith-Waterman score: 38; 35.0% identity (75.0% similar) in 20 aa overlap (39-58:18-35) 
 
       10        20        30        40        50        60         
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     .:.:::....:   ..  ::           
gi|162              LSKDIGSESTEDQAMEDIKQMEAESISSSEEIV--PNSVEQKQIQKE 
                            10        20        30          40      
 
       70        80                    
PAT___ GYTARGTLRAAG                    
                                       
gi|162 DVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
          50        60        70       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.6  bits: 14.1 E():   96 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (30-39:3-12) 
 
               10        20        30        40        50        60 
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                    .:.....:..                      
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
               70        80 
PAT___ SVRLHEALGYTARGTLRAAG 
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (39-55:154-170) 
 
       10        20        30        40        50        60         
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
       70        80                     
PAT___ GYTARGTLRAAG                     
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (39-55:154-170) 
 
       10        20        30        40        50        60         
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
       70        80                     
PAT___ GYTARGTLRAAG                     
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gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (54-60:34-40) 
 
            30        40        50        60        70        80    
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG    
                                     .:::..:                        
gi|219 KSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
            10        20        30        40        50        60    
 
gi|219 TEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVL 
            70        80        90       100       110       120    
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 50; 30.8% identity (69.2% similar) in 52 aa overlap (31-79:98-149) 
 
               10        20        30        40        50           
PAT___ YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
       60        70         80                                      
PAT___ DPSVRLHEALGY-TARGTLRAAG                                      
       .::. :..:..  :.::.: .:                                       
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 41; 23.1% identity (44.2% similar) in 52 aa overlap (29-80:97-148) 
 
                 10        20        30        40        50         
PAT___   YAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
       60        70        80                                       
PAT___ DPSVRLHEALGYTARGTLRAAG                                       
       .: .  :  :.  : :..   :                                       
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:48 2011 done: Wed Jan 19 14:40:48 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 74  - 153 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30     6     2:*= 
  32    15     8:==*== 
  34    42    21:======*======= 
  36    48    44:==============*= 
  38    99    73:========================*======== 
  40    89   102:==============================   * 
  42    84   124:============================             * 
  44   109   137:=====================================        * 
  46   141   139:==============================================* 
  48   161   134:============================================*========= 
  50   120   122:========================================* 
  52   113   107:===================================*== 
  54    74    92:=========================     * 
  56    84    76:=========================*== 
  58    46    63:================    * 
  60    41    51:==============  * 
  62    40    41:=============* 
  64    22    32:========  * 
  66    20    26:======= * 
  68    27    20:======*== 
  70    12    16:==== * 
  72    27    12:===*===== 
  74    14    10:===*= 
  76    14     7:==*== 
  78     5     6:=* 
  80     7     5:=*= 
  82     1     3:* 
  84     6     3:*= 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.87180.00272; mu= 5.5031 0.140 
 mean_var=25.3469 6.511, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.254749 
 Kolmogorov-Smirnov  statistic: 0.0439 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 30.3   0.011 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.3   0.045 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.3   0.048 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.3   0.049 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.5   0.082 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.5   0.082 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.5    0.73 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.5    0.73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.5     2.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.5     2.2 
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gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   55 23.4     2.8 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.1     3.8 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 22.1     3.9 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.4     4.9 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 22.0       7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 22.3     7.2 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.9     7.8 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.9     7.8 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.6     9.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.6     9.6 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.3      10 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.1      10 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.6      10 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.6      10 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.2      13 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      15 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.8      17 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      17 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.2      17 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.2      17 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.2      17 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.5      19 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.1      21 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.5      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      24 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.6      24 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.5      24 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      26 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      26 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.9      26 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.9      26 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.1      26 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      27 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.1      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.1      27 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.1      28 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.1      28 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.1      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      29 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.9      30 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.2      32 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.2      32 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.8      32 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.6      34 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.6      34 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.9      34 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.9      34 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      36 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      36 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      37 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.4      38 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      38 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   43 19.1      39 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.8      41 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.4      41 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.8      41 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   42 18.8      41 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.8      41 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      42 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.7      42 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 19.4      43 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      43 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   43 19.1      43 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   43 19.1      43 
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gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.2      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.2      43 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.7      44 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.9      44 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.8      45 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.8      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.4      46 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.4      47 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.1      48 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      50 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.4      53 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.6      55 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      58 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      58 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      60 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   46 19.9      61 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      62 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.7      63 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      64 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.7      64 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      65 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      66 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.5      69 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      70 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.5      70 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.7      70 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.1      72 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.1      72 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      75 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      75 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      77 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      77 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      77 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      77 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      77 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      79 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      79 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      79 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      81 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      82 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      86 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      86 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      86 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      86 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      86 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      86 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      86 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      86 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      86 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      89 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      90 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      90 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      92 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      97 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      97 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   27 14.1      98 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   38 17.4      99 
gi|631913|pir||S43244 allergen-like protein Syr v  ( 145)   38 17.4      99 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   41 18.3      99 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   41 18.3      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 137.4  bits: 30.3 E(): 0.011 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (19-59:16-57) 
 
               10        20        30        40        50           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDP 
                         : .   .: :::.    : . ..:::: .. .:..  : : : 
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gi|217    MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP 
                  10        20        30        40        50        
 
      60        70        80                                        
PAT___ SVRLHEALGYTARGTLRAAGY                                        
                                                                    
gi|217 FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVF 
        60        70        80        90       100       110        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 126.6  bits: 29.3 E(): 0.045 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (27-79:81-133) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 126.2  bits: 29.3 E(): 0.048 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (27-79:92-144) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.9  bits: 29.3 E(): 0.049 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (27-79:99-151) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 122.0  bits: 28.5 E(): 0.082 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (27-79:98-150) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
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       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 122.0  bits: 28.5 E(): 0.082 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (27-79:98-150) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.9  bits: 26.5 E(): 0.73 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (8-62:107-168) 
 
                                      10        20        30        
PAT___                        AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
               40        50        60        70        80           
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY           
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.9  bits: 26.5 E(): 0.73 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (8-62:107-168) 
 
                                      10        20        30        
PAT___                        AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
               40        50        60        70        80           
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY           
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.3  bits: 23.5 E():  2.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (5-61:69-119) 
 
                                         10        20        30     
PAT___                           AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
           40        50        60        70        80               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY               
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.3  bits: 23.5 E():  2.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (5-61:70-120) 
 
                                         10        20        30     
PAT___                           AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
           40        50        60        70        80               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY               
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 94.4  bits: 23.4 E():  2.8 
Smith-Waterman score: 55; 28.3% identity (66.0% similar) in 53 aa overlap (28-78:17-68) 
 
               10        20        30        40        50           
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PND 
                                  : ..:   .::....: :::..::. .   : : 
gi|226            ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPAD 
                          10        20        30         40         
 
       60        70        80                                       
PAT___ PSVRLHEALGYTARGTLRAAGY                                       
           .. :.  ...... ::                                         
gi|226 KYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTE 
       50        60        70        80        90       100         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 92.1  bits: 22.1 E():  3.8 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (26-58:3-35) 
 
               10        20        30        40        50        60 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                ::.  ..:.. ::   .: .:....... . .:   
gi|226                        MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIV 
                                      10        20        30        
 
               70        80                                         
PAT___ VRLHEALGYTARGTLRAAGY                                         
                                                                    
gi|226 NQQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDER 
        40        50        60        70        80        90        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 91.8  bits: 22.1 E():  3.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (46-77:70-105) 
 
          20        30        40        50         60           70  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
              80                                            
PAT___ RGTLRAAGY                                            
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (13-29:32-48) 
 
                                 10        20        30        40   
PAT___                   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
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                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
             50        60        70        80                       
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                       
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 22.0 E():    7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (28-79:68-119) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 87.1  bits: 22.3 E():  7.2 
Smith-Waterman score: 52; 30.0% identity (68.0% similar) in 50 aa overlap (28-75:50-98) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
         60         70        80                                    
PAT___ NDPSVRLHEA-LGYTARGTLRAAGY                                    
          . .. :: .. ...: :                                         
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.9 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.9 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2367



 

 

gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.1  bits: 21.6 E():  9.2 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (28-79:69-120) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (21-54:97-129) 
 
                         10        20        30        40        50 
PAT___           AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
               60        70        80                               
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGY                               
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.3  bits: 21.3 E():   10 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (5-65:70-134) 
 
                                         10        20        30     
PAT___                           AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
              40        50         60        70        80           
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGY           
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 84.3  bits: 20.1 E():   10 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (17-29:63-75) 
 
                             10        20        30        40       
PAT___               AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
         50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                          
gi|387 TIPR                               
                                          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (28-79:93-144) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (28-79:93-144) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (28-79:93-144) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 22.1 E():   15 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (39-78:270-309) 
 
       10        20        30        40        50        60         
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
       70        80                                                 
PAT___ YTARGTLRAAGY                                                 
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
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               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.5  bits: 21.4 E():   17 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (6-55:112-155) 
 
                                        10        20        30      
PAT___                          AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
          40        50        60        70        80                
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (4-65:100-168) 
 
                                          10         20        30   
PAT___                            AGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
              40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
       : .::. ...  :     .:.::   ::: .:  : : .                
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD       
     130       140       150       160       170              
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.2  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (4-65:102-170) 
 
                                          10         20        30   
PAT___                            AGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
              40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
       : .::. ...  :     .:.::   ::: .:  : : .                
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD       
             140       150       160       170                
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.2  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (4-65:103-171) 
 
                                          10         20        30   
PAT___                            AGPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
              40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
       : .::. ...  :     .:.::   ::: .:  : : .                
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD       
            140       150       160       170       180       
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 20.5 E():   19 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (28-79:69-120) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.5  bits: 23.1 E():   21 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (37-60:481-504) 
 
         10        20        30        40        50        60       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
         70        80                                               
PAT___ LGYTARGTLRAAGY                                               
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (28-79:29-80) 
 
                10        20        30        40        50          
PAT___  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
       60        70        80                                       
PAT___ PSVRLHEALGYTARGTLRAAGY                                       
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (15-73:61-124) 
 
                               10        20             30          
PAT___                 AGPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
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                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
      40        50         60        70        80                   
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGY                   
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (15-57:61-109) 
 
                               10        20        30        40     
PAT___                 AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                 50        60        70        80                   
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGY                   
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (28-53:50-75) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (39-67:271-299) 
 
       10        20        30        40        50        60         
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
       70        80                                                 
PAT___ YTARGTLRAAGY                                                 
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 24.2% identity (59.7% similar) in 62 aa overlap (11-72:216-274) 
 
                                   10        20        30        40 
PAT___                     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     .:.. . . :   .. :: :..  : . .. 
gi|111 LGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVI--NMSLG-GASGSTAMKQA 
         190       200       210       220         230        240   
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               50        60        70        80                     
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                     
       ..    :.::.: .  :. :    ...:: :.                             
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
gi|111 MAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSASQVRNRLSSTATYLG 
            310       320       330       340       350       360   
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (4-11:19-26) 
 
                              10        20        30        40      
PAT___                AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (4-11:19-26) 
 
                              10        20        30        40      
PAT___                AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (28-79:80-131) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.9  bits: 20.4 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (28-79:57-108) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (17-35:174-192) 
 
                             10        20        30        40       
PAT___               AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
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         50        60        70        80                      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                      
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (17-47:175-199) 
 
                             10        20        30        40       
PAT___               AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
         50        60        70        80                           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                           
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (39-67:270-298) 
 
       10        20        30        40        50        60         
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
       70        80                                                 
PAT___ YTARGTLRAAGY                                                 
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.8  bits: 18.9 E():   30 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (43-75:12-45) 
 
             20        30        40        50         60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
              80                                                    
PAT___ RGTLRAAGY                                                    
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (23-61:187-222) 
 
                       10        20        30        40        50   
PAT___         AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
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        160       170       180       190       200          210    
 
             60        70        80    
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGY    
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (42-72:35-67) 
 
              20        30        40        50           60         
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       70        80                                      
PAT___ YTARGTLRAAGY                                      
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (42-72:35-67) 
 
              20        30        40        50           60         
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       70        80                                      
PAT___ YTARGTLRAAGY                                      
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (46-60:11-25) 
 
          20        30        40        50        60        70      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
          80                                                        
PAT___ RAAGY                                                        
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (46-60:11-25) 
 
          20        30        40        50        60        70      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
          80                                                        
PAT___ RAAGY                                                        
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (28-78:255-310) 
 
                  10        20        30        40             50   
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
             60        70        80                                 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGY                                 
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (7-14:234-241) 
 
                                       10        20        30       
PAT___                         AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
         40        50        60        70        80                 
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                 
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (40-58:44-62) 
 
      10        20        30        40        50        60          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
      70        80                                                  
PAT___ TARGTLRAAGY                                                  
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (28-66:35-72) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 19.1 E():   39 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:87-97) 
 
                                           10        20        30   
PAT___                             AGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|283 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLS 
         60        70        80        90       100       110       
 
             40        50        60        70        80             
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY             
                                                                    
gi|283 VTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNP 
        120       130       140       150       160       170       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:91-116) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (28-79:68-119) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|730 HAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
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                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (29-52:92-117) 
 
                 10        20        30          40        50       
PAT___   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGY                
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (26-58:18-50) 
 
               10        20        30        40        50        60 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                ::.  ..: . ::   .: .:....... . .:   
gi|313         RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDID 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ VRLHEALGYTARGTLRAAGY                                         
                                                                    
gi|313 NPRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQC 
             60        70        80        90       100       110   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.2  bits: 20.6 E():   42 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (37-60:104-126) 
 
         10        20        30        40        50        60       
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
         70        80                                               
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PAT___ LGYTARGTLRAAGY                                               
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.7 E():   42 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (43-71:203-231) 
 
             20        30        40        50        60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             80                                                     
PAT___ GTLRAAGY                                                     
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 44; 29.4% identity (52.9% similar) in 34 aa overlap (2-35:77-110) 
 
                                            10        20        30  
PAT___                              AGPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                                     : :.. :: . ::      . :.  ... : 
gi|664 AYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCS 
         50        60        70        80        90       100       
 
              40        50        60        70        80            
PAT___ TLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY            
         ::                                                         
gi|664 QGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEA 
        110       120       130       140       150       160       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (23-61:250-285) 
 
                       10        20        30        40        50   
PAT___         AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
             60        70        80    
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGY    
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:104-114) 
 
                                           10        20        30   
PAT___                             AGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|123 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQSSCGKCLS 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY             
                                                                    
gi|123 VTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQFVDCGDSFNP 
           140       150       160       170       180       190    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 19.1 E():   43 
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Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:104-114) 
 
                                           10        20        30   
PAT___                             AGPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|158 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLS 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY             
                                                                    
gi|158 VTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNP 
           140       150       160       170       180       190    
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   43 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (40-58:17-35) 
 
      10        20        30        40        50        60          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
      70        80                                                  
PAT___ TARGTLRAAGY                                                  
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.9% identity (55.2% similar) in 67 aa overlap (13-79:25-83) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                               :: :.: ..  ..::       . ::: .:.. ..  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERL-------SSLLKELEGKDINE 
               10        20        30               40        50    
 
       50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                            
       ...  :  .  ::    : . .: :.  :.:                             
gi|215 LISS-GSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (43-71:203-231) 
 
             20        30        40        50        60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             80                                                     
PAT___ GTLRAAGY                                                     
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.9  bits: 17.9 E():   44 
Smith-Waterman score: 39; 44.4% identity (66.7% similar) in 9 aa overlap (4-12:58-66) 
 
                                          10        20        30    
PAT___                            AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|323 PDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAA 
        30        40        50        60        70        80        
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            40        50        60        70        80 
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                                       
gi|323 VTVR                                            
        90                                             
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.7  bits: 20.8 E():   45 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (10-62:381-433) 
 
                                    10        20        30          
PAT___                      AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
      40        50        60        70        80                    
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                    
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.7  bits: 20.8 E():   45 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (10-62:381-433) 
 
                                    10        20        30          
PAT___                      AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
      40        50        60        70        80                    
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                    
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (28-79:92-143) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (28-79:93-144) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (17-35:138-156) 
 
                             10        20        30        40       
PAT___               AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
         50        60        70        80                      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                      
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.6 E():   50 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (34-63:3-32) 
 
            10        20        30        40        50        60    
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
            70        80                                            
PAT___ HEALGYTARGTLRAAGY                                            
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (65-77:106-118) 
 
           40        50        60        70        80               
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY               
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.6 E():   55 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (45-74:67-102) 
 
           20        30        40        50        60               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
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        70        80                                                
PAT___ GYTARGTLRAAGY                                                
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (17-35:175-193) 
 
                             10        20        30        40       
PAT___               AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
         50        60        70        80                      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                      
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 20.5 E():   58 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (10-62:381-433) 
 
                                    10        20        30          
PAT___                      AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
      40        50        60        70        80                    
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                    
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (28-59:238-268) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 33.3% identity (50.0% similar) in 36 aa overlap (1-35:16-50) 
 
                              10        20         30        40     
PAT___                AGPWKARNAYDWTVESTVYV-SHRHQRLGLGSTLYTHLLKSMEAQ 
                      :.:  : .  ::  .:  .. . :  :   :::  :          
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTD-GSTTATCNTADQKYC 
               10        20        30        40         50          
 
           50        60        70        80                         
PAT___ GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                         
                                                                    
gi|947 GGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTAD 
      60        70        80        90       100       110          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (22-46:222-246) 
 
                        10        20        30        40        50  
PAT___          AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
              60        70        80                                
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGY                                
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (43-75:116-149) 
 
             20        30        40        50         60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
              80                                                    
PAT___ RGTLRAAGY                                                    
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (27-71:226-270) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
         60        70        80                                     
PAT___ NDPSVRLHEALGYTARGTLRAAGY                                     
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.7 E():   64 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (43-75:119-152) 
 
             20        30        40        50         60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
              80                                                    
PAT___ RGTLRAAGY                                                    
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:118-134) 
 
             20        30        40        50        60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2386



 

 

        90       100       110       120       130       140        
 
             80                                                     
PAT___ GTLRAAGY                                                     
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (27-80:184-238) 
 
                   10        20        30        40        50       
PAT___     AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
           60         70        80                                  
PAT___ ND--PSVRL-HEALGYTARGTLRAAGY                                  
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (39-71:49-81) 
 
       10        20        30        40        50        60         
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
       70        80                  
PAT___ YTARGTLRAAGY                  
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (23-61:316-351) 
 
                       10        20        30        40        50   
PAT___         AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
             60        70        80    
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGY    
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (40-73:24-57) 
 
      10        20        30        40        50        60          
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
      70        80                                              
PAT___ TARGTLRAAGY                                              
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
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>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (28-79:76-127) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (57-69:113-125) 
 
         30        40        50        60        70        80       
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY       
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (57-69:113-125) 
 
         30        40        50        60        70        80       
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY       
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:154-170) 
 
             20        30        40        50        60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             80                                                     
PAT___ GTLRAAGY                                                     
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:154-170) 
 
             20        30        40        50        60        70   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             80                                                     
PAT___ GTLRAAGY                                                     
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gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (51-59:32-40) 
 
               30        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (21-47:11-36) 
 
               10        20        30        40        50        60 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                           :.: .. : ::...  . . . :. ::              
gi|184           MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGV 
                         10        20        30         40          
 
               70        80                                         
PAT___ VRLHEALGYTARGTLRAAGY                                         
                                                                    
gi|184 IGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAF 
      50        60        70        80        90       100          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (16-37:124-147) 
 
                              10        20          30        40    
PAT___                AGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            50        60        70        80                        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                        
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (28-79:91-142) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (16-37:124-147) 
 
                              10        20          30        40    
PAT___                AGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
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                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            50        60        70        80                        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                        
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (16-37:124-147) 
 
                              10        20          30        40    
PAT___                AGPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            50        60        70        80                        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                        
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (51-59:32-40) 
 
               30        40        50        60        70        80 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (20-42:182-206) 
 
                          10        20        30           40       
PAT___            AGPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
         50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                          
gi|162 PKTKVIPYVRYL                       
              220                         
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (53-59:9-15) 
 
             30        40        50        60        70        80   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY   
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (43-75:162-195) 
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             20        30        40        50         60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
              80                                                    
PAT___ RGTLRAAGY                                                    
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (13-56:117-159) 
 
                                 10        20        30        40   
PAT___                   AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
             50        60        70        80                       
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                       
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (21-45:30-54) 
 
                        10        20        30        40        50  
PAT___          AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
              60        70        80             
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGY             
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
PAT___             AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       50        60        70        80                             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                             
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (20-34:118-132) 
 
                          10        20        30        40          
PAT___            AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
      50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (24-57:237-273) 
 
                      10        20        30        40           50 
PAT___        AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
               60        70        80                               
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PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGY                               
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 15.0 E():   90 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (4-11:19-26) 
 
                              10        20        30        40      
PAT___                AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.0  bits: 19.8 E():   92 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (11-44:183-216) 
 
                                   10         20        30          
PAT___                     AGPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
      40        50        60        70        80                    
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY                    
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (38-54:154-170) 
 
        10        20        30        40        50        60        
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
        70        80                    
PAT___ GYTARGTLRAAGY                    
                                        
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (38-54:154-170) 
 
        10        20        30        40        50        60        
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
        70        80                    
PAT___ GYTARGTLRAAGY                    
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   98 
Smith-Waterman score: 28; 20.0% identity (100.0% similar) in 10 aa overlap (29-38:3-12) 
 
               10        20        30        40        50        60 
PAT___ AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS 
                                   .:.....:..                       
gi|131                           GPVGGVVHAHMMPLL                    
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                                         10                         
 
               70        80 
PAT___ VRLHEALGYTARGTLRAAGY 
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (53-59:34-40) 
 
             30        40        50        60        70        80   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY   
                                     .:::..:                        
gi|219 KSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
            10        20        30        40        50        60    
 
gi|219 TEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVL 
            70        80        90       100       110       120    
 
>>gi|631913|pir||S43244 allergen-like protein Syr v I is  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 38; 33.3% identity (61.9% similar) in 21 aa overlap (60-80:38-58) 
 
      30        40        50        60        70        80          
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY          
                                     :.::.   : ... :.   ::          
gi|631 VPQFHIQGQVYCDTCRARFITELSEFIPGASIRLQCKDGENGKITFTEIGYTRAEGLYSM 
        10        20        30        40        50        60        
 
gi|631 LVEGDHKNEFCEITLISSGRKDCDEIPVEGWVKPSLKFKLNTVNGTTRTINPIGFFKKEA 
        70        80        90       100       110       120        
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 50; 30.8% identity (69.2% similar) in 52 aa overlap (30-78:98-149) 
 
                10        20        30        40         50         
PAT___  AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
        60         70        80                                     
PAT___ DPSVRLHEALGY-TARGTLRAAGY                                     
       .::. :..:..  :.::.: .:                                       
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 41; 23.1% identity (44.2% similar) in 52 aa overlap (28-79:97-148) 
 
                  10        20        30        40        50        
PAT___    AGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
        60        70        80                                      
PAT___ DPSVRLHEALGYTARGTLRAAGY                                      
       .: .  :  :.  : :..   :                                       
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:48 2011 done: Wed Jan 19 14:40:48 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 75  - 154 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30     3     2:* 
  32    17     8:==*=== 
  34    38    21:======*====== 
  36    52    44:==============*=== 
  38    95    73:========================*======= 
  40    90   102:==============================   * 
  42    82   124:============================             * 
  44   115   137:=======================================      * 
  46   129   139:===========================================   * 
  48   175   134:============================================*============== 
  50   114   122:======================================  * 
  52   113   107:===================================*== 
  54    75    92:=========================     * 
  56    86    76:=========================*=== 
  58    50    63:=================   * 
  60    38    51:=============   * 
  62    40    41:=============* 
  64    22    32:========  * 
  66    19    26:======= * 
  68    29    20:======*=== 
  70    11    16:==== * 
  72    25    12:===*===== 
  74    16    10:===*== 
  76    13     7:==*== 
  78     6     6:=* 
  80     7     5:=*= 
  82     1     3:* 
  84     6     3:*= 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79700.0027; mu= 5.8296 0.139 
 mean_var=25.6473 6.616, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.253252 
 Kolmogorov-Smirnov  statistic: 0.0405 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 30.2   0.012 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.3   0.047 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.2    0.05 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.2   0.051 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.5   0.084 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.5   0.084 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.4    0.73 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.4    0.73 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   59 24.9       1 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.5     2.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.5     2.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 23.4     3.4 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.1     3.9 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 22.1       4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.4     4.9 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 22.0       7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.9     7.8 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.9     7.8 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.6     9.3 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.6     9.6 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.3      10 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.6      10 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.6      10 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.1      11 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.2      13 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.8      17 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.2      17 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.2      17 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.2      17 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.5      19 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.9      19 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.2      21 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.5      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      24 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      24 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.5      24 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      25 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      25 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.1      26 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      26 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      27 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      27 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.1      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.1      27 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.1      28 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.1      28 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.1      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      28 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.9      30 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.2      32 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.2      32 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.8      32 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.5      35 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.5      35 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.8      35 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.8      35 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      35 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      36 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      36 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.4      38 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      38 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   43 19.1      39 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.4      41 
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gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.8      41 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.8      41 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      41 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.8      42 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.7      42 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      43 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   44 19.4      43 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   43 19.1      43 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   43 19.1      43 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.7      43 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.2      44 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.2      44 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      44 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      44 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.9      44 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.4      46 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.4      46 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.1      48 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.7      50 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.4      53 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.6      54 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      56 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      57 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      59 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      61 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.7      63 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      63 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.7      64 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      64 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      65 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.3      69 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.5      69 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.7      70 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.5      71 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.1      72 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.1      72 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      73 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      74 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      74 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      76 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      76 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      76 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      76 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      77 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      77 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      77 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      78 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      78 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      79 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      79 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      83 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      86 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      86 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      86 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      86 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      86 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      86 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      86 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      86 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      86 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      88 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      89 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      90 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 15.0      93 
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gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      96 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      96 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   41 18.3      98 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   41 18.3      98 
gi|631913|pir||S43244 allergen-like protein Syr v  ( 145)   38 17.4      99 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   38 17.4      99 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   40 18.0   1e 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   40 18.0   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 137.0  bits: 30.2 E(): 0.012 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (18-58:16-57) 
 
               10        20        30        40        50           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPS 
                        : .   .: :::.    : . ..:::: .. .:..  : : :  
gi|217   MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPF 
                 10        20        30        40        50         
 
      60        70        80                                        
PAT___ VRLHEALGYTARGTLRAAGYK                                        
                                                                    
gi|217 QEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFR 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 126.3  bits: 29.3 E(): 0.047 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (26-78:81-133) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.9  bits: 29.2 E(): 0.05 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (26-78:92-144) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.7  bits: 29.2 E(): 0.051 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (26-78:99-151) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
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      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.7  bits: 28.5 E(): 0.084 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (26-78:98-150) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.7  bits: 28.5 E(): 0.084 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (26-78:98-150) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.9  bits: 26.4 E(): 0.73 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (7-61:107-168) 
 
                                       10        20        30       
PAT___                         GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                40        50        60        70        80          
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK          
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.9  bits: 26.4 E(): 0.73 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (7-61:107-168) 
 
                                       10        20        30       
PAT___                         GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                40        50        60        70        80          
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK          
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 102.2  bits: 24.9 E():    1 
Smith-Waterman score: 59; 28.6% identity (66.1% similar) in 56 aa overlap (27-80:17-71) 
 
               10        20        30        40        50           
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDP 
                                 : ..:   .::....: :::..::. .   : :  
gi|226           ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADK 
                         10        20        30         40          
 
       60        70        80                                       
PAT___ SVRLHEALGYTARGTLRAAGYK                                       
          .. :.  ...... ::. :                                       
gi|226 YKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEA 
      50        60        70        80        90       100          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.2  bits: 23.5 E():  2.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (4-60:69-119) 
 
                                          10        20        30    
PAT___                            GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
            40        50        60        70        80              
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK              
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.1  bits: 23.5 E():  2.3 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (4-60:70-120) 
 
                                          10        20        30    
PAT___                            GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
            40        50        60        70        80              
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK              
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 93.0  bits: 23.4 E():  3.4 
Smith-Waterman score: 55; 28.6% identity (67.9% similar) in 56 aa overlap (27-80:50-104) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
          60         70        80                                   
PAT___ NDPSVRLHEA-LGYTARGTLRAAGYK                                   
          . .. :: .. ...: : ... :                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 91.9  bits: 22.1 E():  3.9 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (25-57:3-35) 
 
               10        20        30        40        50        60 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
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                               ::.  ..:.. ::   .: .:....... . .:    
gi|226                       MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVN 
                                     10        20        30         
 
               70        80                                         
PAT___ RLHEALGYTARGTLRAAGYK                                         
                                                                    
gi|226 QQGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERC 
       40        50        60        70        80        90         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 91.7  bits: 22.1 E():    4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (45-76:70-105) 
 
           20        30        40        50         60           70 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
               80                                           
PAT___ RGTLRAAGYK                                           
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.0  bits: 22.4 E():  4.9 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (12-28:32-48) 
 
                                  10        20        30        40  
PAT___                    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
              50        60        70        80                      
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                      
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 22.0 E():    7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (27-78:68-119) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.9 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2402



 

 

gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.9 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.1  bits: 21.6 E():  9.3 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (27-78:69-120) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (20-53:97-129) 
 
                          10        20        30        40          
PAT___            GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
      50        60        70        80                              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYK                              
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.3  bits: 21.3 E():   10 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (4-64:70-134) 
 
                                          10        20        30    
PAT___                            GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
               40        50         60        70        80          
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYK          
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (27-78:93-144) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (27-78:93-144) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 84.1  bits: 20.1 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (16-28:63-75) 
 
                              10        20        30        40      
PAT___                GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
          50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                                           
gi|387 TIPR                                
                                           
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (27-78:93-144) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (38-77:270-309) 
 
        10        20        30        40        50        60        
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
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     240       250       260       270       280       290          
 
        70        80                                                
PAT___ YTARGTLRAAGYK                                                
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.5  bits: 21.4 E():   17 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (5-54:112-155) 
 
                                         10        20        30     
PAT___                           GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
           40        50        60        70        80               
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK               
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (3-64:100-168) 
 
                                           10         20        30  
PAT___                             GPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
               40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
       : .::. ...  :     .:.::   ::: .:  : : .                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD        
     130       140       150       160       170               
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.2  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (3-64:102-170) 
 
                                           10         20        30  
PAT___                             GPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
               40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
       : .::. ...  :     .:.::   ::: .:  : : .                 
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD        
             140       150       160       170                 
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>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.1  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (3-64:103-171) 
 
                                           10         20        30  
PAT___                             GPWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
               40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
       : .::. ...  :     .:.::   ::: .:  : : .                 
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD        
            140       150       160       170       180        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 20.5 E():   19 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (27-78:69-120) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (28-80:92-138) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
          60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                       
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.8  bits: 23.2 E():   21 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (36-59:481-504) 
 
          10        20        30        40        50        60      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
          70        80                                              
PAT___ LGYTARGTLRAAGYK                                              
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (27-78:29-80) 
 
                 10        20        30        40        50         
PAT___   GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
        60        70        80                                      
PAT___ PSVRLHEALGYTARGTLRAAGYK                                      
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (14-72:61-124) 
 
                                10        20             30         
PAT___                  GPWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
       40        50         60        70        80                  
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYK                  
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (14-56:61-109) 
 
                                10        20        30        40    
PAT___                  GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                  50        60        70        80                  
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                  
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (27-52:50-75) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
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         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (38-66:271-299) 
 
        10        20        30        40        50        60        
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
        70        80                                                
PAT___ YTARGTLRAAGYK                                                
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 24.2% identity (59.7% similar) in 62 aa overlap (10-71:216-274) 
 
                                    10        20        30          
PAT___                      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     .:.. . . :   .. :: :..  : . .. 
gi|111 LGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVI--NMSLG-GASGSTAMKQA 
         190       200       210       220         230        240   
 
      40        50        60        70        80                    
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                    
       ..    :.::.: .  :. :    ...:: :.                             
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
gi|111 MAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSASQVRNRLSSTATYLG 
            310       320       330       340       350       360   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (27-78:80-131) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (27-78:57-108) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
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          90       100       110       120       130       140      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.7  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (3-10:19-26) 
 
                               10        20        30        40     
PAT___                 GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.7  bits: 16.8 E():   27 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (3-10:19-26) 
 
                               10        20        30        40     
PAT___                 GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (16-34:174-192) 
 
                              10        20        30        40      
PAT___                GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
          50        60        70        80                     
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                     
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (16-46:175-199) 
 
                              10        20        30        40      
PAT___                GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
          50        60        70        80                          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                          
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (38-66:270-298) 
 
        10        20        30        40        50        60        
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
        70        80                                                
PAT___ YTARGTLRAAGYK                                                
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.8  bits: 18.9 E():   30 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (42-74:12-45) 
 
              20        30        40        50         60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
               80                                                   
PAT___ RGTLRAAGYK                                                   
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
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              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (22-60:187-222) 
 
                        10        20        30        40        50  
PAT___          GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
              60        70        80   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYK   
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.8  bits: 18.5 E():   35 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (41-71:35-67) 
 
               20        30        40        50           60        
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
        70        80                                     
PAT___ YTARGTLRAAGYK                                     
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.8  bits: 18.5 E():   35 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (41-71:35-67) 
 
               20        30        40        50           60        
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
        70        80                                     
PAT___ YTARGTLRAAGYK                                     
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
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>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (45-59:11-25) 
 
           20        30        40        50        60        70     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
           80                                                       
PAT___ RAAGYK                                                       
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (45-59:11-25) 
 
           20        30        40        50        60        70     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
           80                                                       
PAT___ RAAGYK                                                       
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (27-77:255-310) 
 
                   10        20        30        40             50  
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
              60        70        80                                
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYK                                
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (6-13:234-241) 
 
                                        10        20        30      
PAT___                          GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
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                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
          40        50        60        70        80                
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (39-57:44-62) 
 
       10        20        30        40        50        60         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
       70        80                                                 
PAT___ TARGTLRAAGYK                                                 
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (27-65:35-72) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 19.1 E():   39 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:87-97) 
 
                                            10        20        30  
PAT___                              GPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|283 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLS 
         60        70        80        90       100       110       
 
              40        50        60        70        80            
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK            
                                                                    
gi|283 VTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNP 
        120       130       140       150       160       170       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (27-78:68-119) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
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gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:91-116) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
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                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (28-51:92-117) 
 
                  10        20        30          40        50      
PAT___    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYK               
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.3  bits: 20.6 E():   41 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (36-59:104-126) 
 
          10        20        30        40        50        60      
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
          70        80                                              
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PAT___ LGYTARGTLRAAGYK                                              
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (25-57:18-50) 
 
               10        20        30        40        50        60 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                               ::.  ..: . ::   .: .:....... . .:    
gi|313        RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDN 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ RLHEALGYTARGTLRAAGYK                                         
                                                                    
gi|313 PRRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCE 
            60        70        80        90       100       110    
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (42-70:203-231) 
 
              20        30        40        50        60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
              80                                                    
PAT___ GTLRAAGYK                                                    
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (22-60:250-285) 
 
                        10        20        30        40        50  
PAT___          GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
              60        70        80   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYK   
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 44; 29.4% identity (52.9% similar) in 34 aa overlap (1-34:77-110) 
 
                                             10        20        30 
PAT___                               GPWKARNAYDWTVESTVYVSHRHQRLGLGS 
                                     : :.. :: . ::      . :.  ... : 
gi|664 AYDVIVNGDKANVLFRCDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCS 
         50        60        70        80        90       100       
 
               40        50        60        70        80           
PAT___ TLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK           
         ::                                                         
gi|664 QGYTVAGSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEA 
        110       120       130       140       150       160       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 19.1 E():   43 
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Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:104-114) 
 
                                            10        20        30  
PAT___                              GPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|123 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQSSCGKCLS 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK            
                                                                    
gi|123 VTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQFVDCGDSFNP 
           140       150       160       170       180       190    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:104-114) 
 
                                            10        20        30  
PAT___                              GPWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|158 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLS 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK            
                                                                    
gi|158 VTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNP 
           140       150       160       170       180       190    
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (42-70:203-231) 
 
              20        30        40        50        60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
              80                                                    
PAT___ GTLRAAGYK                                                    
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (39-57:17-35) 
 
       10        20        30        40        50        60         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
       70        80                                                 
PAT___ TARGTLRAAGYK                                                 
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 26.9% identity (55.2% similar) in 67 aa overlap (12-78:25-83) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                               :: :.: ..  ..::       . ::: .:.. ..  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERL-------SSLLKELEGKDINE 
               10        20        30               40        50    
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        50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                           
       ...  :  .  ::    : . .: :.  :.:                             
gi|215 LISS-GSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.8  bits: 20.9 E():   44 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (9-61:381-433) 
 
                                     10        20        30         
PAT___                       GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
       40        50        60        70        80                   
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                   
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.8  bits: 20.9 E():   44 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (9-61:381-433) 
 
                                     10        20        30         
PAT___                       GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
       40        50        60        70        80                   
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                   
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.8  bits: 17.9 E():   44 
Smith-Waterman score: 39; 44.4% identity (66.7% similar) in 9 aa overlap (3-11:58-66) 
 
                                           10        20        30   
PAT___                             GPWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|323 PDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAA 
        30        40        50        60        70        80        
 
             40        50        60        70        80 
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                                                        
gi|323 VTVR                                             
        90                                              
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (27-78:92-143) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (27-78:93-144) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (16-34:138-156) 
 
                              10        20        30        40      
PAT___                GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
          50        60        70        80                     
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                     
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (33-62:3-32) 
 
             10        20        30        40        50        60   
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
             70        80                                           
PAT___ HEALGYTARGTLRAAGYK                                           
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (64-76:106-118) 
 
            40        50        60        70        80              
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK              
                                     :. :: .: ::.:                  
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gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (44-73:67-102) 
 
            20        30        40        50               60       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
         70        80                                               
PAT___ GYTARGTLRAAGYK                                               
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 20.5 E():   56 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (9-61:381-433) 
 
                                     10        20        30         
PAT___                       GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
       40        50        60        70        80                   
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                   
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (16-34:175-193) 
 
                              10        20        30        40      
PAT___                GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
          50        60        70        80                     
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                     
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (27-58:238-268) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (21-45:222-246) 
 
                         10        20        30        40        50 
PAT___           GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
               60        70        80                               
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYK                               
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (42-74:116-149) 
 
              20        30        40        50         60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
               80                                                   
PAT___ RGTLRAAGYK                                                   
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (26-70:226-270) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
          60        70        80                                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYK                                    
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (42-74:119-152) 
 
              20        30        40        50         60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
               80                                                   
PAT___ RGTLRAAGYK                                                   
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:118-134) 
 
              20        30        40        50        60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
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        90       100       110       120       130       140        
 
              80                                                    
PAT___ GTLRAAGYK                                                    
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (26-79:184-238) 
 
                    10        20        30        40        50      
PAT___      GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
            60         70        80                                 
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYK                                 
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (22-60:316-351) 
 
                        10        20        30        40        50  
PAT___          GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
              60        70        80   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYK   
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (38-70:49-81) 
 
        10        20        30        40        50        60        
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
        70        80                 
PAT___ YTARGTLRAAGYK                 
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (27-78:76-127) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
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>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (39-72:24-57) 
 
       10        20        30        40        50        60         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
       70        80                                             
PAT___ TARGTLRAAGYK                                             
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (56-68:113-125) 
 
          30        40        50        60        70        80      
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK      
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (56-68:113-125) 
 
          30        40        50        60        70        80      
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK      
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.8  bits: 21.1 E():   73 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (43-80:160-196) 
 
             20        30        40        50        60        70   
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
             80                                                     
PAT___ TLRAAGYK                                                     
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:154-170) 
 
              20        30        40        50        60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
              80                                                    
PAT___ GTLRAAGYK                                                    
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gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:154-170) 
 
              20        30        40        50        60        70  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
              80                                                    
PAT___ GTLRAAGYK                                                    
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (27-78:91-142) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (15-36:124-147) 
 
                               10        20          30        40   
PAT___                 GPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             50        60        70        80                       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                       
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (15-36:124-147) 
 
                               10        20          30        40   
PAT___                 GPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             50        60        70        80                       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                       
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (15-36:124-147) 
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                               10        20          30        40   
PAT___                 GPWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             50        60        70        80                       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                       
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (20-46:11-36) 
 
               10        20        30        40        50        60 
PAT___ GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSV 
                          :.: .. : ::...  . . . :. ::               
gi|184          MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVI 
                        10        20        30         40        50 
 
               70        80                                         
PAT___ RLHEALGYTARGTLRAAGYK                                         
                                                                    
gi|184 GKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFL 
               60        70        80        90       100       110 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (50-58:32-40) 
 
      20        30        40        50        60        70          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
      80                                                            
PAT___ K                                                            
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (50-58:32-40) 
 
      20        30        40        50        60        70          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
      80                                                            
PAT___ K                                                            
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (19-41:182-206) 
 
                           10        20        30           40      
PAT___             GPWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
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          50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                                           
gi|162 PKTKVIPYVRYL                        
              220                          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (42-74:162-195) 
 
              20        30        40        50         60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
               80                                                   
PAT___ RGTLRAAGYK                                                   
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (12-55:117-159) 
 
                                  10        20        30        40  
PAT___                    GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
              50        60        70        80                      
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                      
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (52-58:9-15) 
 
              30        40        50        60        70        80  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK  
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (20-44:30-54) 
 
                         10        20        30        40        50 
PAT___           GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
               60        70        80            
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYK            
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
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                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
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PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
PAT___+              GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
        50        60        70        80                            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                            
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.3  bits: 19.2 E():   88 
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Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (23-56:237-273) 
 
                       10        20        30        40             
PAT___         GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
      50        60        70        80                              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYK                              
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (19-33:118-132) 
 
                           10        20        30        40         
PAT___             GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
       50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.2  bits: 19.8 E():   90 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (10-43:183-216) 
 
                                    10         20        30         
PAT___                      GPWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
       40        50        60        70        80                   
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK                   
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (3-10:19-26) 
 
                               10        20        30        40     
PAT___                 GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (37-53:154-170) 
 
         10        20        30        40        50        60       
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
         70        80                   
PAT___ GYTARGTLRAAGYK                   
                                        
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
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Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (37-53:154-170) 
 
         10        20        30        40        50        60       
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
         70        80                   
PAT___ GYTARGTLRAAGYK                   
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 41; 23.1% identity (44.2% similar) in 52 aa overlap (27-78:97-148) 
 
                   10        20        30        40        50       
PAT___     GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
         60        70        80                                     
PAT___ DPSVRLHEALGYTARGTLRAAGYK                                     
       .: .  :  :.  : :..   :                                       
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 50; 30.8% identity (69.2% similar) in 52 aa overlap (29-77:98-149) 
 
                 10        20        30        40         50        
PAT___   GPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
         60         70        80                                    
PAT___ DPSVRLHEALGY-TARGTLRAAGYK                                    
       .::. :..:..  :.::.: .:                                       
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
>>gi|631913|pir||S43244 allergen-like protein Syr v I is  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 38; 33.3% identity (61.9% similar) in 21 aa overlap (59-79:38-58) 
 
       30        40        50        60        70        80         
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK         
                                     :.::.   : ... :.   ::          
gi|631 VPQFHIQGQVYCDTCRARFITELSEFIPGASIRLQCKDGENGKITFTEIGYTRAEGLYSM 
        10        20        30        40        50        60        
 
gi|631 LVEGDHKNEFCEITLISSGRKDCDEIPVEGWVKPSLKFKLNTVNGTTRTINPIGFFKKEA 
        70        80        90       100       110       120        
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (52-58:34-40) 
 
              30        40        50        60        70        80  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK  
                                     .:::..:                        
gi|219 KSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
            10        20        30        40        50        60    
 
gi|219 TEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVL 
            70        80        90       100       110       120    
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>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 40; 45.5% identity (72.7% similar) in 11 aa overlap (3-11:186-196) 
 
                                           10          20        30 
PAT___                             GPWKARNAYD--WTVESTVYVSHRHQRLGLGS 
                                     : .::..:  :                    
gi|217 QTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANIDLMMIEE 
         160       170       180       190       200       210      
 
               40        50        60        70        80 
PAT___ TLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                                                          
gi|217 YPYVVIL                                            
         220                                              
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 40; 45.5% identity (72.7% similar) in 11 aa overlap (3-11:186-196) 
 
                                           10          20        30 
PAT___                             GPWKARNAYD--WTVESTVYVSHRHQRLGLGS 
                                     : .::..:  :                    
gi|217 ETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANIDLMMIEE 
         160       170       180       190       200       210      
 
               40        50        60        70        80 
PAT___ TLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                                                          
gi|217 YPYVVIL                                            
         220                                              
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:48 2011 done: Wed Jan 19 14:40:48 2011 
 Total Scan time:  0.050 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 76  - 155 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     5     0:== 
  30     3     2:* 
  32    15     8:==*== 
  34    40    21:======*======= 
  36    54    44:==============*=== 
  38    98    73:========================*======== 
  40    90   102:==============================   * 
  42    83   124:============================             * 
  44   119   137:========================================     * 
  46   121   139:=========================================     * 
  48   173   134:============================================*============= 
  50   121   122:========================================* 
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  52   115   107:===================================*=== 
  54    70    92:========================      * 
  56    88    76:=========================*==== 
  58    45    63:===============     * 
  60    40    51:==============  * 
  62    40    41:=============* 
  64    18    32:======    * 
  66    20    26:======= * 
  68    28    20:======*=== 
  70    11    16:==== * 
  72    24    12:===*==== 
  74    16    10:===*== 
  76    13     7:==*== 
  78     6     6:=* 
  80     7     5:=*= 
  82     1     3:* 
  84     6     3:*= 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.75020.00271; mu= 6.0923 0.140 
 mean_var=25.6034 6.600, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.253469 
 Kolmogorov-Smirnov  statistic: 0.0452 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 30.2   0.012 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.3   0.047 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.2   0.049 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.2   0.051 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.5   0.084 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.5   0.084 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.5    0.72 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.5    0.72 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   59 24.9       1 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.5     2.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.5     2.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 23.4     3.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.1     3.9 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 22.1       4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.4     4.9 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 22.0       7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.9     7.8 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.9     7.8 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.6     9.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.6     9.6 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.3      10 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.6      10 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.6      10 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 20.0      11 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.2      13 
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gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      16 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.8      17 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.2      17 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.2      17 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.2      17 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.5      19 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.9      20 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.2      20 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.5      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.5      23 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      24 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.5      25 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      25 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      25 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.1      26 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      26 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.1      27 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.1      27 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.1      28 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.1      28 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.1      28 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.8      28 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.8      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      28 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.9      31 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.2      32 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.2      32 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.8      32 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.8      35 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.8      35 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.5      35 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.5      35 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      35 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.7      35 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      36 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      38 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.4      38 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   43 19.1      39 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.4      41 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      41 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.8      41 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.8      41 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.8      41 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.8      41 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.8      42 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.7      42 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      42 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.7      43 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   43 19.1      43 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   43 19.1      43 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      43 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      43 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.2      44 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.2      44 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.9      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.4      46 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.4      46 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.1      48 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.7      50 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.4      54 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.6      54 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      56 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      57 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      58 
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gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      60 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      63 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.7      63 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.7      64 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      64 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      65 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.3      69 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.7      70 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      70 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      71 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      71 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.0      72 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.0      72 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 19.0      74 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 19.0      74 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      76 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      76 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      76 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      76 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      77 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      77 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      78 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      78 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      78 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      78 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      80 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.1      83 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      87 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      87 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      87 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      87 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      87 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      87 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      87 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      87 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      87 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      88 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      88 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.4      90 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   30 14.9      96 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 18.0      96 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 18.0      96 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   41 18.3      98 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   41 18.3      98 
gi|631913|pir||S43244 allergen-like protein Syr v  ( 145)   38 17.4      99 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   38 17.4      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 137.0  bits: 30.2 E(): 0.012 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (17-57:16-57) 
 
               10        20        30        40        50           
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSV 
                       : .   .: :::.    : . ..:::: .. .:..  : : :   
gi|217  MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQ 
                10        20        30        40        50          
 
      60        70        80                                        
PAT___ RLHEALGYTARGTLRAAGYKH                                        
                                                                    
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 126.4  bits: 29.3 E(): 0.047 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (25-77:81-133) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
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               60        70        80        90       100       110 
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 126.0  bits: 29.2 E(): 0.049 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (25-77:92-144) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.7  bits: 29.2 E(): 0.051 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (25-77:99-151) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.8  bits: 28.5 E(): 0.084 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (25-77:98-150) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.8  bits: 28.5 E(): 0.084 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (25-77:98-150) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
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>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 105.0  bits: 26.5 E(): 0.72 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (6-60:107-168) 
 
                                        10        20        30      
PAT___                          PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                 40        50        60        70        80         
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH         
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 105.0  bits: 26.5 E(): 0.72 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (6-60:107-168) 
 
                                        10        20        30      
PAT___                          PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                 40        50        60        70        80         
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH         
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 102.2  bits: 24.9 E():    1 
Smith-Waterman score: 59; 28.6% identity (66.1% similar) in 56 aa overlap (26-79:17-71) 
 
               10        20        30        40        50           
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPS 
                                : ..:   .::....: :::..::. .   : :   
gi|226          ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKY 
                        10        20        30         40        50 
 
       60        70        80                                       
PAT___ VRLHEALGYTARGTLRAAGYKH                                       
         .. :.  ...... ::. :                                        
gi|226 KTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEAL 
               60        70        80        90       100       110 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.2  bits: 23.5 E():  2.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (3-59:69-119) 
 
                                           10        20        30   
PAT___                             PWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH             
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 96.2  bits: 23.5 E():  2.2 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (3-59:70-120) 
 
                                           10        20        30   
PAT___                             PWKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
             40        50        60        70        80             
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH             
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 93.1  bits: 23.4 E():  3.3 
Smith-Waterman score: 55; 28.6% identity (67.9% similar) in 56 aa overlap (26-79:50-104) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
           60         70        80                                  
PAT___ NDPSVRLHEA-LGYTARGTLRAAGYKH                                  
          . .. :: .. ...: : ... :                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 91.9  bits: 22.1 E():  3.9 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (24-56:3-35) 
 
               10        20        30        40        50        60 
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                              ::.  ..:.. ::   .: .:....... . .:     
gi|226                      MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQ 
                                    10        20        30          
 
               70        80                                         
PAT___ LHEALGYTARGTLRAAGYKH                                         
                                                                    
gi|226 QGRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCR 
      40        50        60        70        80        90          
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 91.6  bits: 22.1 E():    4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (44-75:70-105) 
 
            20        30        40        50         60             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
      70        80                                          
PAT___ RGTLRAAGYKH                                          
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (11-27:32-48) 
 
                                   10        20        30        40 
PAT___                     PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
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gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
               50        60        70        80                     
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                     
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 22.0 E():    7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (26-77:68-119) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.9 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.9 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.1  bits: 21.6 E():  9.2 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (26-77:69-120) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
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      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (19-52:97-129) 
 
                           10        20        30        40         
PAT___             PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
       50        60        70        80                             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                             
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.3  bits: 21.3 E():   10 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (3-63:70-134) 
 
                                           10        20        30   
PAT___                             PWKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
                40        50         60        70        80         
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKH         
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (26-77:93-144) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (26-77:93-144) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 84.0  bits: 20.0 E():   11 
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Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (15-27:63-75) 
 
                               10        20        30        40     
PAT___                 PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
           50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                            
gi|387 TIPR                                 
                                            
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (26-77:93-144) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (37-76:270-309) 
 
         10        20        30        40        50        60       
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
         70        80                                               
PAT___ YTARGTLRAAGYKH                                               
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.6  bits: 21.4 E():   16 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (4-53:112-155) 
 
                                          10        20        30    
PAT___                            PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
            40        50        60        70        80              
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH              
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
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          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (2-63:100-168) 
 
                                            10         20        30 
PAT___                              PWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
                40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
       : .::. ...  :     .:.::   ::: .:  : : .                  
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD         
     130       140       150       160       170                
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.2  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (2-63:102-170) 
 
                                            10         20        30 
PAT___                              PWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
                40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
       : .::. ...  :     .:.::   ::: .:  : : .                  
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD         
             140       150       160       170                  
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 80.1  bits: 20.2 E():   17 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (2-63:103-171) 
 
                                            10         20        30 
PAT___                              PWKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
                40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
       : .::. ...  :     .:.::   ::: .:  : : .                  
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD         
            140       150       160       170       180         
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 20.5 E():   19 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (26-77:69-120) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (27-79:92-138) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
           60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                      
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.0  bits: 23.2 E():   20 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (35-58:481-504) 
 
           10        20        30        40        50        60     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
           70        80                                             
PAT___ LGYTARGTLRAAGYKH                                             
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (26-77:29-80) 
 
                  10        20        30        40        50        
PAT___    PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
         60        70        80                                     
PAT___ PSVRLHEALGYTARGTLRAAGYKH                                     
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (13-71:61-124) 
 
                                 10        20             30        
PAT___                   PWKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
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gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
        40         50        60        70        80                 
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKH                 
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.5  bits: 19.5 E():   25 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (13-55:61-109) 
 
                                 10        20        30        40   
PAT___                   PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                   50        60        70        80                 
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                 
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (26-51:50-75) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 21.0 E():   25 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (37-65:271-299) 
 
         10        20        30        40        50        60       
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
         70        80                                               
PAT___ YTARGTLRAAGYKH                                               
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 24.2% identity (59.7% similar) in 62 aa overlap (9-70:216-274) 
 
                                     10        20        30         
PAT___                       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     .:.. . . :   .. :: :..  : . .. 
gi|111 LGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVI--NMSLG-GASGSTAMKQA 
         190       200       210       220         230        240   
 
       40        50        60        70        80                   
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PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                   
       ..    :.::.: .  :. :    ...:: :.                             
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
gi|111 MAPGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPNLSASQVRNRLSSTATYLG 
            310       320       330       340       350       360   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 20.1 E():   26 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (26-77:80-131) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (26-77:57-108) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (15-33:174-192) 
 
                               10        20        30        40     
PAT___                 PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
           50        60        70        80                    
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                    
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (15-45:175-199) 
 
                               10        20        30        40     
PAT___                 PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
           50        60        70        80                         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                         
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
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>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.1 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (2-9:19-26) 
 
                                10        20        30        40    
PAT___                  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.5  bits: 16.8 E():   28 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (2-9:19-26) 
 
                                10        20        30        40    
PAT___                  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 21.0 E():   28 
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Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (37-65:270-298) 
 
         10        20        30        40        50        60       
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
         70        80                                               
PAT___ YTARGTLRAAGYKH                                               
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.7  bits: 18.9 E():   31 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (41-73:12-45) 
 
               20        30        40        50         60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
      70        80                                                  
PAT___ RGTLRAAGYKH                                                  
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (21-59:187-222) 
 
                         10        20        30        40        50 
PAT___           PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
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               60        70        80  
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKH  
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (44-58:11-25) 
 
            20        30        40        50        60        70    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
            80                                                      
PAT___ RAAGYKH                                                      
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (44-58:11-25) 
 
            20        30        40        50        60        70    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
            80                                                      
PAT___ RAAGYKH                                                      
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (40-70:35-67) 
 
      10        20        30        40           50        60       
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         70        80                                    
PAT___ YTARGTLRAAGYKH                                    
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (40-70:35-67) 
 
      10        20        30        40           50        60       
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         70        80                                    
PAT___ YTARGTLRAAGYKH                                    
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (26-76:255-310) 
 
                    10        20        30        40             50 
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
               60        70        80                               
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKH                               
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (5-12:234-241) 
 
                                         10        20        30     
PAT___                           PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
           40        50        60        70        80               
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH               
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (26-64:35-72) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (38-56:44-62) 
 
        10        20        30        40        50        60        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
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gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
        70        80                                                
PAT___ TARGTLRAAGYKH                                                
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 19.1 E():   39 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:87-97) 
 
                                             10        20        30 
PAT___                               PWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|283 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLS 
         60        70        80        90       100       110       
 
               40        50        60        70        80           
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH           
                                                                    
gi|283 VTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNP 
        120       130       140       150       160       170       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (26-77:68-119) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.4  bits: 20.6 E():   41 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (35-58:104-126) 
 
           10        20        30        40        50        60     
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
           70        80                                             
PAT___ LGYTARGTLRAAGYKH                                             
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:91-116) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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              130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
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PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (27-50:92-117) 
 
                   10        20        30          40        50     
PAT___     PWKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH              
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (24-56:18-50) 
 
               10        20        30        40        50        60 
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                              ::.  ..: . ::   .: .:....... . .:     
gi|313       RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNP 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ LHEALGYTARGTLRAAGYKH                                         
                                                                    
gi|313 RRRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEG 
           60        70        80        90       100       110     
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (41-69:203-231) 
 
               20        30        40        50        60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
               80                                                   
PAT___ GTLRAAGYKH                                                   
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gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.1  bits: 19.7 E():   42 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (21-59:250-285) 
 
                         10        20        30        40        50 
PAT___           PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
               60        70        80  
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKH  
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (41-69:203-231) 
 
               20        30        40        50        60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
               80                                                   
PAT___ GTLRAAGYKH                                                   
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:104-114) 
 
                                             10        20        30 
PAT___                               PWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|158 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLS 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH           
                                                                    
gi|158 VTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNP 
           140       150       160       170       180       190    
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:104-114) 
 
                                             10        20        30 
PAT___                               PWKARNAYDWTVESTVYVSHRHQRLGLGST 
                                     :.. :. : ::                    
gi|123 LATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQSSCGKCLS 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
PAT___ LYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH           
                                                                    
gi|123 VTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQFVDCGDSFNP 
           140       150       160       170       180       190    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.0  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (8-60:381-433) 
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                                      10        20        30        
PAT___                        PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
        40        50        60        70        80                  
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                  
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.0  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (8-60:381-433) 
 
                                      10        20        30        
PAT___                        PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
        40        50        60        70        80                  
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                  
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (38-56:17-35) 
 
        10        20        30        40        50        60        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
        70        80                                                
PAT___ TARGTLRAAGYKH                                                
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 41; 26.9% identity (55.2% similar) in 67 aa overlap (11-77:25-83) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                               :: :.: ..  ..::       . ::: .:.. ..  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERL-------SSLLKELEGKDINE 
               10        20        30               40        50    
 
         50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                          
       ...  :  .  ::    : . .: :.  :.:                             
gi|215 LISS-GSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.7  bits: 17.9 E():   45 
Smith-Waterman score: 39; 44.4% identity (66.7% similar) in 9 aa overlap (2-10:58-66) 
 
                                            10        20        30  
PAT___                              PWKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|323 PDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAA 
        30        40        50        60        70        80        
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              40        50        60        70        80 
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                                         
gi|323 VTVR                                              
        90                                               
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (26-77:92-143) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (26-77:93-144) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (15-33:138-156) 
 
                               10        20        30        40     
PAT___                 PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
           50        60        70        80                    
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                    
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (32-61:3-32) 
 
              10        20        30        40        50        60  
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
              70        80                                          
PAT___ HEALGYTARGTLRAAGYKH                                          
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (63-75:106-118) 
 
             40        50        60        70        80             
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH             
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (43-72:67-102) 
 
             20        30        40        50               60      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
          70        80                                              
PAT___ GYTARGTLRAAGYKH                                              
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 20.5 E():   56 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (8-60:381-433) 
 
                                      10        20        30        
PAT___                        PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
        40        50        60        70        80                  
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                  
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (15-33:175-193) 
 
                               10        20        30        40     
PAT___                 PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
           50        60        70        80                    
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PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                    
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (26-57:238-268) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (20-44:222-246) 
 
                          10        20        30        40          
PAT___            PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
      50        60        70        80                              
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKH                              
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (25-69:226-270) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
           60        70        80                                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKH                                   
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (41-73:116-149) 
 
               20        30        40        50         60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
      70        80                                                  
PAT___ RGTLRAAGYKH                                                  
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.7 E():   64 
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Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (41-73:119-152) 
 
               20        30        40        50         60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
      70        80                                                  
PAT___ RGTLRAAGYKH                                                  
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:118-134) 
 
               20        30        40        50        60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
               80                                                   
PAT___ GTLRAAGYKH                                                   
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.6 E():   65 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (25-78:184-238) 
 
                     10        20        30        40        50     
PAT___       PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
             60         70        80                                
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKH                                
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (21-59:316-351) 
 
                         10        20        30        40        50 
PAT___           PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
               60        70        80  
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKH  
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (26-77:76-127) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2457



 

 

 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 17.4 E():   70 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (37-69:49-81) 
 
         10        20        30        40        50        60       
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
         70        80                
PAT___ YTARGTLRAAGYKH                
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (38-71:24-57) 
 
        10        20        30        40        50        60        
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
        70        80                                            
PAT___ TARGTLRAAGYKH                                            
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.0  bits: 21.1 E():   71 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (42-79:160-196) 
 
              20        30        40        50        60        70  
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
              80                                                    
PAT___ TLRAAGYKH                                                    
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (55-67:113-125) 
 
           30        40        50        60        70        80     
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH     
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (55-67:113-125) 
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           30        40        50        60        70        80     
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH     
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 19.0 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:154-170) 
 
               20        30        40        50        60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
               80                                                   
PAT___ GTLRAAGYKH                                                   
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 19.0 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:154-170) 
 
               20        30        40        50        60        70 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
               80                                                   
PAT___ GTLRAAGYKH                                                   
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (14-35:124-147) 
 
                                10        20          30        40  
PAT___                  PWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              50        60        70        80                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                      
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (26-77:91-142) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
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gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (14-35:124-147) 
 
                                10        20          30        40  
PAT___                  PWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              50        60        70        80                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                      
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (14-35:124-147) 
 
                                10        20          30        40  
PAT___                  PWKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              50        60        70        80                      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                      
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (19-45:11-36) 
 
               10        20        30        40        50        60 
PAT___ PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVR 
                         :.: .. : ::...  . . . :. ::                
gi|184         MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIG 
                       10        20        30         40        50  
 
               70        80                                         
PAT___ LHEALGYTARGTLRAAGYKH                                         
                                                                    
gi|184 KTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLA 
              60        70        80        90       100       110  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (49-57:32-40) 
 
       20        30        40        50        60        70         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
       80                                                           
PAT___ KH                                                           
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (49-57:32-40) 
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       20        30        40        50        60        70         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
       80                                                           
PAT___ KH                                                           
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (11-54:117-159) 
 
                                   10        20        30        40 
PAT___                     PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
               50        60        70        80                     
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                     
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (41-73:162-195) 
 
               20        30        40        50         60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
      70        80                                                  
PAT___ RGTLRAAGYKH                                                  
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (18-40:182-206) 
 
                            10        20           30        40     
PAT___              PWKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
           50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                            
gi|162 PKTKVIPYVRYL                         
              220                           
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (51-57:9-15) 
 
               30        40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
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       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (19-43:30-54) 
 
                          10        20        30        40          
PAT___            PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
      50        60        70        80           
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKH           
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
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PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___+               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
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gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
PAT___               PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         50        60        70        80                           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                           
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 19.2 E():   88 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (22-55:237-273) 
 
                        10        20        30        40            
PAT___          PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
       50        60        70        80                             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                             
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (9-42:183-216) 
 
                                     10         20        30        
PAT___                       PWKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
        40        50        60        70        80                  
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH                  
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (18-32:118-132) 
 
                            10        20        30        40        
PAT___              PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 14.9 E():   96 
Smith-Waterman score: 30; 37.5% identity (87.5% similar) in 8 aa overlap (2-9:19-26) 
 
                                10        20        30        40    
PAT___                  PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
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                         ::. ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (36-52:154-170) 
 
          10        20        30        40        50        60      
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
          70        80                  
PAT___ GYTARGTLRAAGYKH                  
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (36-52:154-170) 
 
          10        20        30        40        50        60      
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
          70        80                  
PAT___ GYTARGTLRAAGYKH                  
                                        
gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 41; 23.1% identity (44.2% similar) in 52 aa overlap (26-77:97-148) 
 
                    10        20        30        40        50      
PAT___      PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
          60        70        80                                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKH                                    
       .: .  :  :.  : :..   :                                       
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 50; 30.8% identity (69.2% similar) in 52 aa overlap (28-76:98-149) 
 
                  10        20        30        40         50       
PAT___    PWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
          60         70        80                                   
PAT___ DPSVRLHEALGY-TARGTLRAAGYKH                                   
       .::. :..:..  :.::.: .:                                       
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
>>gi|631913|pir||S43244 allergen-like protein Syr v I is  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 38; 33.3% identity (61.9% similar) in 21 aa overlap (58-78:38-58) 
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        30        40        50        60        70        80        
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH        
                                     :.::.   : ... :.   ::          
gi|631 VPQFHIQGQVYCDTCRARFITELSEFIPGASIRLQCKDGENGKITFTEIGYTRAEGLYSM 
        10        20        30        40        50        60        
 
gi|631 LVEGDHKNEFCEITLISSGRKDCDEIPVEGWVKPSLKFKLNTVNGTTRTINPIGFFKKEA 
        70        80        90       100       110       120        
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (51-57:34-40) 
 
               30        40        50        60        70        80 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|219 KSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
            10        20        30        40        50        60    
 
gi|219 TEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVL 
            70        80        90       100       110       120    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:48 2011 done: Wed Jan 19 14:40:49 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 77  - 156 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30     5     2:*= 
  32    17     8:==*=== 
  34    43    21:======*======== 
  36    60    44:==============*===== 
  38    74    73:========================* 
  40    91   102:===============================  * 
  42    95   124:================================         * 
  44   136   137:=============================================* 
  46   108   140:====================================          * 
  48   161   134:============================================*========= 
  50   123   122:========================================* 
  52   115   107:===================================*=== 
  54    72    92:========================      * 
  56    90    76:=========================*==== 
  58    43    63:===============     * 
  60    40    51:==============  * 
  62    43    41:=============*= 
  64    18    32:======    * 
  66    23    26:========* 
  68    28    20:======*=== 
  70    11    16:==== * 
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  72    23    12:===*==== 
  74    14    10:===*= 
  76    16     7:==*=== 
  78     6     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     5     3:*= 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.68920.00284; mu= 6.3549 0.146 
 mean_var=26.5176 6.796, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.249062 
 Kolmogorov-Smirnov  statistic: 0.0364 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.9   0.014 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.0   0.054 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.0   0.057 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.0   0.059 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.3   0.096 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.3   0.096 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.3    0.79 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.3    0.79 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   59 24.7     1.1 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.3     2.4 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.3     2.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 23.3     3.6 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 22.0     4.2 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 22.0     4.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.9     7.5 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.8     8.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.8     8.3 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.5     9.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.5      10 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.2      11 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.5      11 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.5      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.9      11 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.1      14 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.0      15 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.8      17 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   46 20.1      18 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   46 20.1      18 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   46 20.1      18 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.4      20 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.2      20 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.8      21 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.4      22 
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gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      24 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.5      25 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.5      26 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.5      26 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.7      27 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.1      27 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      27 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.1      28 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.1      28 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.1      29 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.1      29 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.1      29 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      29 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   35 16.7      30 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   35 16.7      30 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.8      32 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      34 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.1      34 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.1      34 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      36 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.8      36 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.8      36 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.5      37 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.5      37 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      37 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      37 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      39 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.4      40 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      42 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.4      42 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      43 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      43 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      43 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      43 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      43 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      43 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      43 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      43 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.7      43 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      43 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      44 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      44 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      44 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.7      44 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   40 18.1      46 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 18.1      46 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.3      47 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      47 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.3      47 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.3      48 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      49 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      51 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.6      55 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.4      56 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      56 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      59 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      59 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      61 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      64 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      65 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      66 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      66 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      66 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.9      68 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.9      68 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      70 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      71 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.6      71 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.4      72 
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gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.4      74 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 18.0      74 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 18.0      74 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      75 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      75 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      78 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 18.0      79 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      79 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.7      80 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      80 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      80 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.7      80 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.4      82 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   40 18.0      84 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 17.0      86 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      89 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      89 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.7      89 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.7      89 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.7      89 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.7      89 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.7      89 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.7      89 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.7      89 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.7      89 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.7      89 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      93 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   40 18.0      93 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   40 18.0      93 
gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mi ( 215)   40 17.9      98 
gi|10189811|emb|CAC09234.1| unnamed protein produc ( 215)   40 17.9      98 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   41 18.2   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 135.5  bits: 29.9 E(): 0.014 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (16-56:16-57) 
 
               10        20        30        40        50           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ LHEALGYTARGTLRAAGYKHG                                        
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.2  bits: 29.0 E(): 0.054 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (24-76:81-133) 
 
                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.8  bits: 29.0 E(): 0.057 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (24-76:92-144) 
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                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.6  bits: 29.0 E(): 0.059 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (24-76:99-151) 
 
                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.7  bits: 28.3 E(): 0.096 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (24-76:98-150) 
 
                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.7  bits: 28.3 E(): 0.096 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (24-76:98-150) 
 
                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.3  bits: 26.3 E(): 0.79 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (5-59:107-168) 
 
                                         10        20        30     
PAT___                           WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
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                  40        50        60        70        80        
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG        
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.3  bits: 26.3 E(): 0.79 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (5-59:107-168) 
 
                                         10        20        30     
PAT___                           WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                  40        50        60        70        80        
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG        
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 101.5  bits: 24.7 E():  1.1 
Smith-Waterman score: 59; 28.6% identity (66.1% similar) in 56 aa overlap (25-78:17-71) 
 
               10        20        30        40        50           
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSV 
                               : ..:   .::....: :::..::. .   : :    
gi|226         ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYK 
                       10        20        30         40        50  
 
       60        70        80                                       
PAT___ RLHEALGYTARGTLRAAGYKHG                                       
        .. :.  ...... ::. :                                         
gi|226 TFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALR 
              60        70        80        90       100       110  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.5  bits: 23.3 E():  2.4 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (2-58:69-119) 
 
                                            10        20        30  
PAT___                              WKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG            
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.5  bits: 23.3 E():  2.5 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (2-58:70-120) 
 
                                            10        20        30  
PAT___                              WKARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
              40        50        60        70        80            
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PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG            
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 92.5  bits: 23.3 E():  3.6 
Smith-Waterman score: 55; 28.6% identity (67.9% similar) in 56 aa overlap (25-78:50-104) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     : ..:   .::....: :::..::. .  : 
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
            60         70        80                                 
PAT___ NDPSVRLHEA-LGYTARGTLRAAGYKHG                                 
          . .. :: .. ...: : ... :                                   
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 91.3  bits: 22.0 E():  4.2 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (23-55:3-35) 
 
               10        20        30        40        50        60 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                             ::.  ..:.. ::   .: .:....... . .:      
gi|226                     MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQ 
                                   10        20        30        40 
 
               70        80                                         
PAT___ HEALGYTARGTLRAAGYKHG                                         
                                                                    
gi|226 GRRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRC 
               50        60        70        80        90       100 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 91.0  bits: 22.0 E():  4.4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (43-74:70-105) 
 
             20        30        40        50          60           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
       70        80                                         
PAT___ RGTLRAAGYKHG                                         
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.5  bits: 22.2 E():  5.3 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (10-26:32-48) 
 
                                    10        20        30          
PAT___                      WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                    
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.8  bits: 21.9 E():  7.5 
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Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (25-76:68-119) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.8 E():  8.3 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.8 E():  8.3 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 21.5 E():  9.8 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (25-76:69-120) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (18-51:97-129) 
 
                            10        20        30        40        
PAT___              WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
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        50        60        70        80                            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                            
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.8  bits: 21.2 E():   11 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (2-62:70-134) 
 
                                            10        20        30  
PAT___                              WKARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
                 40        50         60        70        80        
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHG        
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (25-76:93-144) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (25-76:93-144) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 83.5  bits: 19.9 E():   11 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (14-26:63-75) 
 
                                10        20        30        40    
PAT___                  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
            50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
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gi|387 TIPR                                  
                                             
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (25-76:93-144) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (36-75:270-309) 
 
          10        20        30        40        50        60      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
          70        80                                              
PAT___ YTARGTLRAAGYKHG                                              
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.2  bits: 21.4 E():   17 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (3-52:112-155) 
 
                                           10        20        30   
PAT___                             WKARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
             40        50        60        70        80             
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG             
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 20.8 E():   17 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.9  bits: 20.1 E():   18 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (1-62:100-168) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2475



 

 

                                             10         20          
PAT___                               WKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
      70        80        90       100       110       120          
 
      30         40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
       : .::. ...  :     .:.::   ::: .:  : : .                   
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD          
     130       140       150       160       170                 
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.8  bits: 20.1 E():   18 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (1-62:102-170) 
 
                                             10         20          
PAT___                               WKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|292 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
              80        90       100       110       120       130  
 
      30         40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
       : .::. ...  :     .:.::   ::: .:  : : .                   
gi|292 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD          
             140       150       160       170                   
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.7  bits: 20.1 E():   18 
Smith-Waterman score: 46; 24.6% identity (50.7% similar) in 69 aa overlap (1-62:103-171) 
 
                                             10         20          
PAT___                               WKARNAYDWTVESTVY-VSHRHQRLGLGST 
                                     :   . :   :.   : . .  .. .  .. 
gi|312 DILIPQDGQCEKVSLTAFKTATSNKFDLEYWGHNDLYLAEVDPKSYLILYMINQYNDDTS 
             80        90       100       110       120       130   
 
      30         40             50        60        70        80 
PAT___ LYTHLL-KSMEAQ-----GFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
       : .::. ...  :     .:.::   ::: .:  : : .                   
gi|312 LVAHLMVRDLSRQQDFLPAFESVCEDIGLHKDQIVVLSDDDRCQGSRD          
            140       150       160       170       180          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 20.4 E():   20 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (25-76:69-120) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.9  bits: 23.2 E():   20 
Smith-Waterman score: 56; 41.7% identity (70.8% similar) in 24 aa overlap (34-57:481-504) 
 
            10        20        30        40        50        60    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
            70        80                                            
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PAT___ LGYTARGTLRAAGYKHG                                            
                                                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (26-78:92-138) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
            60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                     
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (25-76:29-80) 
 
                   10        20        30        40        50       
PAT___     WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
          60        70        80                                    
PAT___ PSVRLHEALGYTARGTLRAAGYKHG                                    
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (12-70:61-124) 
 
                                  10        20             30       
PAT___                    WKARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
         40         50        60        70        80                
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
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>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (12-54:61-109) 
 
                                  10        20        30        40  
PAT___                    WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                    50        60        70        80                
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 21.0 E():   26 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (36-64:271-299) 
 
          10        20        30        40        50        60      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
          70        80                                              
PAT___ YTARGTLRAAGYKHG                                              
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (25-50:50-75) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (16-80:95-169) 
 
                              10        20        30            40  
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                 50           60        70        80                
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHG                
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (16-80:95-169) 
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                              10        20        30            40  
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                 50           60        70        80                
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHG                
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (25-76:80-131) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (25-76:57-108) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (14-32:174-192) 
 
                                10        20        30        40    
PAT___                  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
            50        60        70        80                   
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                   
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (14-44:175-199) 
 
                                10        20        30        40    
PAT___                  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
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gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
            50        60        70        80                        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                        
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (36-64:270-298) 
 
          10        20        30        40        50        60      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
          70        80                                              
PAT___ YTARGTLRAAGYKHG                                              
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
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     300       310       320       330       340       350          
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.0  bits: 16.7 E():   30 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (1-8:19-26) 
 
                                 10        20        30        40   
PAT___                   WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.0  bits: 16.7 E():   30 
Smith-Waterman score: 35; 50.0% identity (87.5% similar) in 8 aa overlap (1-8:19-26) 
 
                                 10        20        30        40   
PAT___                   WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQG 
                         ::: ..:.                                   
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (40-72:12-45) 
 
      10        20        30        40        50         60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
       70        80                                                 
PAT___ RGTLRAAGYKHG                                                 
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 75.0  bits: 19.7 E():   34 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (20-58:187-222) 
 
                          10        20        30        40          
PAT___            WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
      50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
         ::.  ::                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
           220       230       240     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (25-75:255-310) 
 
                     10        20        30        40               
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
      50        60        70        80                              
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHG                              
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (43-57:11-25) 
 
             20        30        40        50        60        70   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
             80                                                     
PAT___ RAAGYKHG                                                     
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (43-57:11-25) 
 
             20        30        40        50        60        70   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
             80                                                     
PAT___ RAAGYKHG                                                     
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.3  bits: 18.5 E():   37 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (39-69:35-67) 
 
       10        20        30        40           50        60      
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
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           10        20        30        40        50         60    
 
          70        80                                   
PAT___ YTARGTLRAAGYKHG                                   
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 74.3  bits: 18.5 E():   37 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (39-69:35-67) 
 
       10        20        30        40           50        60      
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          70        80                                   
PAT___ YTARGTLRAAGYKHG                                   
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (4-11:234-241) 
 
                                          10        20        30    
PAT___                            WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
            40        50        60        70        80              
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG              
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (25-63:35-72) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
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>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 19.4 E():   40 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (37-55:44-62) 
 
         10        20        30        40        50        60       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
         70        80                                               
PAT___ TARGTLRAAGYKHG                                               
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.3  bits: 20.6 E():   42 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (34-57:104-126) 
 
            10        20        30        40        50        60    
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
            70        80                                            
PAT___ LGYTARGTLRAAGYKHG                                            
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (25-76:68-119) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:91-116) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
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gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (26-49:92-117) 
 
                    10        20        30          40        50    
PAT___      WKARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG             
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (40-68:203-231) 
 
      10        20        30        40        50        60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
      70        80                                                  
PAT___ GTLRAAGYKHG                                                  
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (23-55:18-50) 
 
               10        20        30        40        50        60 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                             ::.  ..: . ::   .: .:....... . .:      
gi|313      RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPR 
                    10        20        30        40        50      
 
               70        80                                         
PAT___ HEALGYTARGTLRAAGYKHG                                         
                                                                    
gi|313 RRGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGL 
          60        70        80        90       100       110      
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (20-58:250-285) 
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                          10        20        30        40          
PAT___            WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
      50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
         ::.  ::                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY 
        280       290       300        
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.8  bits: 20.9 E():   44 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (7-59:381-433) 
 
                                       10        20        30       
PAT___                         WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
         40        50        60        70        80                 
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                 
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.8  bits: 20.9 E():   44 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (7-59:381-433) 
 
                                       10        20        30       
PAT___                         WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
         40        50        60        70        80                 
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                 
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (40-68:203-231) 
 
      10        20        30        40        50        60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
      70        80                                                  
PAT___ GTLRAAGYKHG                                                  
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 41; 26.9% identity (55.2% similar) in 67 aa overlap (10-76:25-83) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                               :: :.: ..  ..::       . ::: .:.. ..  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERL-------SSLLKELEGKDINE 
               10        20        30               40        50    
 
          50        60        70        80                         
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PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                         
       ...  :  .  ::    : . .: :.  :.:                             
gi|215 LISS-GSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 31.6% identity (68.4% similar) in 19 aa overlap (37-55:17-35) 
 
         10        20        30        40        50        60       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :  :. .:.:.. .:.  :            
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
         70        80                                               
PAT___ TARGTLRAAGYKHG                                               
                                                                    
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (25-76:92-143) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 39; 44.4% identity (66.7% similar) in 9 aa overlap (1-9:58-66) 
 
                                             10        20        30 
PAT___                               WKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|323 PDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAA 
        30        40        50        60        70        80        
 
               40        50        60        70        80 
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
                                                          
gi|323 VTVR                                               
        90                                                
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (25-76:93-144) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.3 E():   48 
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Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (14-32:138-156) 
 
                                10        20        30        40    
PAT___                  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
            50        60        70        80                   
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                   
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (31-60:3-32) 
 
               10        20        30        40        50        60 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                                     :. .: ..   : ..: .. .::.. .:.. 
gi|139                             MRYSTVLAALALLGTSAVSVLAALPDQIDVKV 
                                           10        20        30   
 
               70        80                                         
PAT___ HEALGYTARGTLRAAGYKHG                                         
                                                                    
gi|139 KNLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSL 
             40        50        60        70        80        90   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.6 E():   55 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (42-71:67-102) 
 
              20        30        40        50               60     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
           70        80                                             
PAT___ GYTARGTLRAAGYKHG                                             
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (62-74:106-118) 
 
              40        50        60        70        80            
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG            
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2489



 

 

 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 20.5 E():   56 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (7-59:381-433) 
 
                                       10        20        30       
PAT___                         WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
         40        50        60        70        80                 
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                 
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (14-32:175-193) 
 
                                10        20        30        40    
PAT___                  WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
            50        60        70        80                   
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                   
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (25-56:238-268) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (19-43:222-246) 
 
                           10        20        30        40         
PAT___             WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
       50        60        70        80                             
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                             
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (24-68:226-270) 
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                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
            60        70        80                                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHG                                  
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (40-72:116-149) 
 
      10        20        30        40        50         60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
       70        80                                                 
PAT___ RGTLRAAGYKHG                                                 
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.6 E():   66 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (40-72:119-152) 
 
      10        20        30        40        50         60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
       70        80                                                 
PAT___ RGTLRAAGYKHG                                                 
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:118-134) 
 
      10        20        30        40        50        60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
      70        80                                                  
PAT___ GTLRAAGYKHG                                                  
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (24-77:184-238) 
 
                      10        20        30        40        50    
PAT___        WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
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              60         70        80                               
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHG                               
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (22-80:180-240) 
 
                        10        20        30        40        50  
PAT___          WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
              60          70        80                              
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHG                              
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (22-80:180-240) 
 
                        10        20        30        40        50  
PAT___          WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
              60          70        80                              
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHG                              
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (20-58:316-351) 
 
                          10        20        30        40          
PAT___            WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
      50        60        70        80 
PAT___+ IGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
         ::   ::                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY 
            350       360       370    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.0  bits: 21.1 E():   71 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (41-78:160-196) 
 
               20        30        40        50        60        70 
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
               80                                                   
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PAT___ TLRAAGYKHG                                                   
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.6 E():   71 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (25-76:76-127) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (36-68:49-81) 
 
          10        20        30        40        50        60      
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
          70        80               
PAT___ YTARGTLRAAGYKHG               
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (37-70:24-57) 
 
         10        20        30        40        50        60       
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
         70        80                                           
PAT___ TARGTLRAAGYKHG                                           
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (54-66:113-125) 
 
            30        40        50        60        70        80    
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG    
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (54-66:113-125) 
 
            30        40        50        60        70        80    
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PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG    
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:154-170) 
 
      10        20        30        40        50        60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      70        80                                                  
PAT___ GTLRAAGYKHG                                                  
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:154-170) 
 
      10        20        30        40        50        60          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      70        80                                                  
PAT___ GTLRAAGYKHG                                                  
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (13-34:124-147) 
 
                                 10        20          30        40 
PAT___                   WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               50        60        70        80                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                     
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (13-34:124-147) 
 
                                 10        20          30        40 
PAT___                   WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               50        60        70        80                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                     
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
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>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (13-34:124-147) 
 
                                 10        20          30        40 
PAT___                   WKARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               50        60        70        80                     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                     
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (25-76:91-142) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (18-44:11-36) 
 
               10        20        30        40        50        60 
PAT___ WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRL 
                        :.: .. : ::...  . . . :. ::                 
gi|184        MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGK 
                      10        20        30         40        50   
 
               70        80                                         
PAT___ HEALGYTARGTLRAAGYKHG                                         
                                                                    
gi|184 TDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAF 
             60        70        80        90       100       110   
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (10-53:117-159) 
 
                                    10        20        30          
PAT___                      WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
      40        50        60        70        80                    
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                    
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (48-56:32-40) 
 
        20        30        40        50        60        70        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
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                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
        80                                                          
PAT___ KHG                                                          
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (40-72:162-195) 
 
      10        20        30        40        50         60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
       70        80                                                 
PAT___ RGTLRAAGYKHG                                                 
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (17-39:182-206) 
 
                             10        20           30        40    
PAT___               WKARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
            50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
                                             
gi|162 PKTKVIPYVRYL                          
              220                            
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (48-56:32-40) 
 
        20        30        40        50        60        70        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
        80                                                          
PAT___ KHG                                                          
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (50-56:9-15) 
 
      20        30        40        50        60        70          
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
      80                                                            
PAT___ G                                                            
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gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 18.0 E():   84 
Smith-Waterman score: 40; 44.4% identity (66.7% similar) in 9 aa overlap (1-9:82-90) 
 
                                             10        20        30 
PAT___                               WKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|283 SASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSC 
              60        70        80        90       100       110  
 
               40        50        60        70        80           
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG           
                                                                    
gi|283 GKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCG 
             120       130       140       150       160       170  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 17.0 E():   86 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (18-42:30-54) 
 
                           10        20        30        40         
PAT___             WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       50        60        70        80          
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHG          
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (21-54:237-273) 
 
                         10        20        30        40           
PAT___           WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
        50        60        70        80                            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                            
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 19.8 E():   89 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (8-41:183-216) 
 
                                      10         20        30       
PAT___                        WKARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
         40        50        60        70        80                 
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                 
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
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                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
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PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
PAT___                WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          50        60        70        80                          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG                          
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
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Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (17-31:118-132) 
 
                             10        20        30        40       
PAT___               WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
         50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 44.4% identity (66.7% similar) in 9 aa overlap (1-9:99-107) 
 
                                             10        20        30 
PAT___                               WKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|158 SASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSC 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG           
                                                                    
gi|158 GKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCG 
      130       140       150       160       170       180         
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 44.4% identity (66.7% similar) in 9 aa overlap (1-9:99-107) 
 
                                             10        20        30 
PAT___                               WKARNAYDWTVESTVYVSHRHQRLGLGSTL 
                                     : : . :.:                      
gi|123 SASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQSSC 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
PAT___ YTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG           
                                                                    
gi|123 GKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITVNYQFVDCG 
      130       140       150       160       170       180         
 
>>gi|1352240|sp|P49273.1|ALL7_DERPT RecName: Full=Mite a  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (35-51:154-170) 
 
           10        20        30        40        50        60     
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|135 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
           70        80                 
PAT___ GYTARGTLRAAGYKHG                 
                                        
gi|135 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|10189811|emb|CAC09234.1| unnamed protein product [D  (215 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 40; 47.1% identity (70.6% similar) in 17 aa overlap (35-51:154-170) 
 
           10        20        30        40        50        60     
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : :.:.. : .::  ::              
gi|101 DLHPNTHVISDIQDFVVELSLEVSEEGNMTLTSFEVRQFANVVNHIGGLSILDPIFAVLS 
           130       140       150       160       170       180    
 
           70        80                 
PAT___ GYTARGTLRAAGYKHG                 
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gi|101 DVLTAIFQDTVRAEMTKVLAPAFKKELERNNQ 
           190       200       210      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 41; 23.1% identity (44.2% similar) in 52 aa overlap (25-76:97-148) 
 
                     10        20        30        40        50     
PAT___       WKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
           60        70        80                                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHG                                   
       .: .  :  :.  : :..   :                                       
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:49 2011 done: Wed Jan 19 14:40:49 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 78  - 157 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     4     0:== 
  30     8     2:*== 
  32    19     8:==*==== 
  34    60    21:======*============= 
  36    62    44:==============*====== 
  38    77    73:========================*= 
  40    92   102:===============================  * 
  42    98   124:=================================        * 
  44   126   137:==========================================   * 
  46   104   140:===================================           * 
  48   171   134:============================================*============ 
  50   100   122:==================================      * 
  52   127   107:===================================*======= 
  54    85    92:============================= * 
  56    91    76:=========================*===== 
  58    35    63:============        * 
  60    43    51:=============== * 
  62    28    41:==========   * 
  64    16    32:======    * 
  66    23    26:========* 
  68    21    20:======* 
  70    11    16:==== * 
  72    22    12:===*==== 
  74    14    10:===*= 
  76    18     7:==*=== 
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  78     5     6:=* 
  80     2     5:=* 
  82     4     3:*= 
  84     5     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.42690.00284; mu= 7.9887 0.146 
 mean_var=26.2744 6.644, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.250212 
 Kolmogorov-Smirnov  statistic: 0.0552 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.9   0.015 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.0   0.054 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.0   0.057 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.0   0.059 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.3   0.096 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.3   0.096 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 26.1    0.42 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.4    0.76 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.4    0.76 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.7     1.3 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   55 23.3     2.5 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   55 23.3     2.5 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.9     4.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.9     4.6 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.8     7.7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.8     8.5 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.8     8.5 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.5      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.5      10 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.5      11 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.5      11 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   49 21.1      11 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   58 24.1      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.8      12 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.1      14 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.7      18 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.4      21 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.7      22 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   50 21.4      22 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.4      23 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.7      24 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.7      25 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.7      25 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      26 
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gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.7      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      27 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      27 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.3      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      28 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.0      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      28 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.0      29 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.0      29 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.0      29 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.0      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.7      31 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      35 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      35 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      36 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      36 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      36 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.6      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      39 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.3      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.3      40 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.3      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.6      40 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      41 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      41 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      43 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      43 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.3      44 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.6      44 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.6      45 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      46 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      46 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.6      46 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.3      48 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.3      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.3      49 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      51 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      51 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.6      54 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.6      56 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      59 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.3      59 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      60 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      61 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      65 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      66 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      66 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      67 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.9      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      68 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.9      70 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.9      70 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      70 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.6      74 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      77 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      77 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      79 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.3      79 
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gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      80 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.3      81 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      82 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      84 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      84 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.6      85 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.6      86 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.9      86 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      88 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      89 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      95 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      95 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      95 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      95 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      95 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      95 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      95 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      95 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      95 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      95 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.2   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 135.2  bits: 29.9 E(): 0.015 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (15-55:16-57) 
 
                10        20        30        40         50         
PAT___  KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ LHEALGYTARGTLRAAGYKHGG                                       
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.2  bits: 29.0 E(): 0.054 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (23-75:81-133) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.8  bits: 29.0 E(): 0.057 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (23-75:92-144) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
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             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.6  bits: 29.0 E(): 0.059 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (23-75:99-151) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.7  bits: 28.3 E(): 0.096 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (23-75:98-150) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.7  bits: 28.3 E(): 0.096 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (23-75:98-150) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 109.2  bits: 26.1 E(): 0.42 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (24-80:17-74) 
 
               10        20        30        40        50           
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVR 
                              : ..:   .::....: :::..::. .   : :     
gi|226        ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKT 
                      10        20        30         40        50   
 
       60        70        80                                       
PAT___ LHEALGYTARGTLRAAGYKHGG                                       
       .. :.  ...... ::. :  :                                       
gi|226 FEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRV 
             60        70        80        90       100       110   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.6  bits: 26.4 E(): 0.76 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (4-58:107-168) 
 
                                          10        20        30    
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PAT___                            KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                   40        50        60        70        80       
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG       
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.6  bits: 26.4 E(): 0.76 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (4-58:107-168) 
 
                                          10        20        30    
PAT___                            KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                   40        50        60        70        80       
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG       
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 100.2  bits: 24.7 E():  1.3 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (24-80:50-107) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
              60        70        80                                
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGG                                
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.3  bits: 23.3 E():  2.5 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (1-57:69-119) 
 
                                             10        20        30 
PAT___                               KARNAYDWTVESTVYVSHRHQRLGLGSTLY 
                                     ..::  :  . . .   .: . .. :  :  
gi|256 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG           
            :.. ..:  ..  .:.:.. ::                                  
gi|256 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
            100       110       120       130       140       150   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 95.3  bits: 23.3 E():  2.5 
Smith-Waterman score: 55; 21.1% identity (54.4% similar) in 57 aa overlap (1-57:70-120) 
 
                                             10        20        30 
PAT___                               KARNAYDWTVESTVYVSHRHQRLGLGSTLY 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2506



 

 

                                     ..::  :  . . .   .: . .. :  :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL- 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG           
            :.. ..:  ..  .:.:.. ::                                  
gi|187 -----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEF 
           100       110       120       130       140       150    
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.8  bits: 21.9 E():  4.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (22-54:3-35) 
 
               10        20        30        40        50        60 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                            ::.  ..:.. ::   .: .:....... . .:       
gi|226                    MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQG 
                                  10        20        30        40  
 
               70        80                                         
PAT___ EALGYTARGTLRAAGYKHGG                                         
                                                                    
gi|226 RRGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCE 
              50        60        70        80        90       100  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 90.6  bits: 21.9 E():  4.6 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (42-73:70-105) 
 
              20        30        40        50          60          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
        70        80                                        
PAT___ RGTLRAAGYKHGG                                        
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.2  bits: 22.2 E():  5.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (9-25:32-48) 
 
                                     10        20        30         
PAT___                       KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                   
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.8 E():  7.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (24-75:68-119) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
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gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 21.8 E():  8.5 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 21.8 E():  8.5 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (24-75:69-120) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (17-50:97-129) 
 
                             10        20        30        40       
PAT___               KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
         50        60        70        80                           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                           
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 21.5 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (24-75:93-144) 
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                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 21.5 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (24-75:93-144) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.5  bits: 21.1 E():   11 
Smith-Waterman score: 49; 21.5% identity (50.8% similar) in 65 aa overlap (1-61:70-134) 
 
                                             10        20           
PAT___                               KARNAYDWTVESTVYVSHRHQRLGLGSTL- 
                                     ..::  :  . . .    : . .. :. :  
gi|187 GTYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLR 
      40        50        60        70        80        90          
 
        30        40         50        60        70        80       
PAT___ --YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGG       
         .  .   :   :. .  .:.  ::. :.:.. :                          
gi|187 LKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLV 
     100       110       120       130       140       150          
 
gi|187 FCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
     160       170       180       190       200       210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  58  Z-score: 83.5  bits: 24.1 E():   11 
Smith-Waterman score: 58; 29.1% identity (54.5% similar) in 55 aa overlap (33-80:481-535) 
 
             10        20        30        40        50             
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
          60        70        80                                    
PAT___ -VRLHEALGYTARGTLRAAGYKHGG                                    
        . . :..   :: .     .:.::                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.8  bits: 19.8 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (13-25:63-75) 
 
                                 10        20        30        40   
PAT___                   KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
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             40        50        60        70        80        90   
 
             50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                              
gi|387 TIPR                                   
                                              
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (24-75:93-144) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 22.1 E():   14 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (35-74:270-309) 
 
           10        20        30        40        50        60     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
           70        80                                             
PAT___ YTARGTLRAAGYKHGG                                             
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (2-51:112-155) 
 
                                            10        20        30  
PAT___                              KARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
 
              40        50        60        70        80            
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG            
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 20.4 E():   21 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (24-75:69-120) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (25-77:92-138) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
             60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                    
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 50; 26.1% identity (48.9% similar) in 88 aa overlap (5-80:282-367) 
 
                                         10        20        30     
PAT___                           KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL- 
                                     :  : :.  .: .:  :    :: .:..   
gi|766 SAAGSNLKKVTLELGGKSPNIVFADADLDEAIHW-VNFGIYFNH-GQACCAGSRIYVQEE 
             260       270       280        290        300          
 
            40          50                 60        70        80   
PAT___ LKSMEAQGFKSVVA--VIGLP------NDPSV---RLHEALGYTARGTLRAAGYKHGG   
       . .   : ::  .:  ..: :      . :.:   .. . .::  .:   .:  . ::   
gi|766 IYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSGATIETGGNR 
     310       320       330       340       350       360          
 
gi|766 KGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTTYGLAAAVHT 
     370       380       390       400       410       420          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (27-61:128-168) 
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                   10        20        30         40             50 
PAT___     KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
               60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGG 
       : .:  : : .                    
gi|292 LHKDQIVVLSDDDRCQGSRD           
       160       170                  
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (27-61:130-170) 
 
                   10        20        30         40             50 
PAT___     KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
               60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGG 
       : .:  : : .                    
gi|292 LHKDQIVVLSDDDRCQGSRD           
     160       170                    
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (27-61:131-171) 
 
                   10        20        30         40             50 
PAT___     KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
               60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGG 
       : .:  : : .                    
gi|312 LHKDQIVVLSDDDRCQGSRD           
              170       180           
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (24-75:29-80) 
 
                    10        20        30        40         50     
PAT___      KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
           60        70        80                                   
PAT___ PSVRLHEALGYTARGTLRAAGYKHGG                                   
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (35-63:271-299) 
 
           10        20        30        40        50        60     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
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           70        80                                             
PAT___ YTARGTLRAAGYKHGG                                             
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (15-79:95-169) 
 
                               10        20         30           40 
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                    50         60        70        80               
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGG               
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (15-79:95-169) 
 
                               10        20         30           40 
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                    50         60        70        80               
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGG               
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (11-69:61-124) 
 
                                   10        20             30      
PAT___                     KARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
          40         50        60        70        80               
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG               
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (11-53:61-109) 
 
                                   10        20        30        40 
PAT___                     KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
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               40        50        60        70        80        90 
 
                     50        60        70        80               
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG               
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (24-75:57-108) 
 
                      10        20        30        40         50   
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (24-49:50-75) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (24-75:80-131) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (35-63:270-298) 
 
           10        20        30        40        50        60     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
           70        80                                             
PAT___ YTARGTLRAAGYKHGG                                             
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
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>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (13-31:174-192) 
 
                                 10        20        30        40   
PAT___                   KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
             50        60        70        80                  
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                  
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (13-43:175-199) 
 
                                 10        20        30        40   
PAT___                   KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
             50        60        70        80                       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                       
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (36-80:17-69) 
 
          10        20        30        40        50           60   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
                  70        80                                      
PAT___ LG-----YTARGTLRAAGYKHGG                                      
        :       . :. . :.   ::                                      
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (19-57:187-222) 
 
                           10        20        30        40         
PAT___             KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
       50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
         ::.  ::                        
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY  
           220       230       240      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (39-71:12-45) 
 
       10        20        30        40        50         60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
        70        80                                                
PAT___ RGTLRAAGYKHGG                                                
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (24-74:255-310) 
 
                      10        20        30        40              
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
       50        60        70        80                             
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                             
       ..: .  :  :. :..  ... :. :                                   
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gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 20.0 E():   38 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (3-10:234-241) 
 
                                           10        20        30   
PAT___                             KARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
             40        50        60        70        80             
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG             
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (42-56:11-25) 
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              20        30        40        50        60        70  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
              80                                                    
PAT___ RAAGYKHGG                                                    
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (42-56:11-25) 
 
              20        30        40        50        60        70  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
              80                                                    
PAT___ RAAGYKHGG                                                    
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.7  bits: 18.3 E():   39 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (36-80:17-69) 
 
          10        20        30        40        50           60   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
                  70        80                                      
PAT___ LG-----YTARGTLRAAGYKHGG                                      
        :       . :. . :.   ::                                      
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (38-68:35-67) 
 
        10        20        30        40           50        60     
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           70        80                                  
PAT___ YTARGTLRAAGYKHGG                                  
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (38-68:35-67) 
 
        10        20        30        40           50        60     
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           70        80                                  
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PAT___ YTARGTLRAAGYKHGG                                  
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (24-62:35-72) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.4  bits: 20.6 E():   41 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (33-56:104-126) 
 
             10        20        30        40        50        60   
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
             70        80                                           
PAT___ LGYTARGTLRAAGYKHGG                                           
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (36-54:44-62) 
 
          10        20        30        40        50        60      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
          70        80                                              
PAT___ TARGTLRAAGYKHGG                                              
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (6-58:381-433) 
 
                                        10        20        30      
PAT___                          KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
          40        50        60        70        80                
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.1  bits: 20.9 E():   43 
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Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (6-58:381-433) 
 
                                        10        20        30      
PAT___                          KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
          40        50        60        70        80                
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (24-75:68-119) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (39-67:203-231) 
 
       10        20        30        40        50        60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
       70        80                                                 
PAT___ GTLRAAGYKHGG                                                 
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (19-57:250-285) 
 
                           10        20        30        40         
PAT___             KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
       50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
         ::.  ::                        
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY  
        280       290       300         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (39-67:203-231) 
 
       10        20        30        40        50        60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
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       70        80                                                 
PAT___ GTLRAAGYKHGG                                                 
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:91-116) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (25-48:92-117) 
 
                     10        20          30        40        50   
PAT___       KARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG            
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (22-54:18-50) 
 
               10        20        30        40        50        60 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                            ::.  ..: . ::   .: .:....... . .:       
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gi|313     RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRR 
                   10        20        30        40        50       
 
               70        80                                         
PAT___ EALGYTARGTLRAAGYKHGG                                         
                                                                    
gi|313 RGEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLR 
         60        70        80        90       100       110       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (24-75:92-143) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (24-75:93-144) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 19.0 E():   51 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (13-31:138-156) 
 
                                 10        20        30        40   
PAT___                   KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
             50        60        70        80                  
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                  
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
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       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.6 E():   51 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (30-59:3-32) 
 
               10        20        30        40        50        60 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                    :. .: ..   : ..: .. .::.. .:..  
gi|139                            MRYSTVLAALALLGTSAVSVLAALPDQIDVKVK 
                                          10        20        30    
 
               70        80                                         
PAT___ EALGYTARGTLRAAGYKHGG                                         
                                                                    
gi|139 NLTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLL 
            40        50        60        70        80        90    
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 20.6 E():   54 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (6-58:381-433) 
 
                                        10        20        30      
PAT___                          KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
          40        50        60        70        80                
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 45; 32.4% identity (54.1% similar) in 37 aa overlap (41-70:67-102) 
 
               20        30        40        50               60    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
            70        80                                            
PAT___ GYTARGTLRAAGYKHGG                                            
       : :. ::                                                      
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (24-55:238-268) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (61-73:106-118) 
 
               40        50        60        70        80           
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PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG           
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (18-42:222-246) 
 
                            10        20        30        40        
PAT___              KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
        50        60        70        80                            
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                            
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (13-31:175-193) 
 
                                 10        20        30        40   
PAT___                   KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
             50        60        70        80                  
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                  
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 19.2 E():   65 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (23-67:226-270) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
             60        70        80                                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGG                                 
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (23-76:184-238) 
 
                       10        20        30        40        50   
PAT___         KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                60        70        80                              
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGG                              
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
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>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.6  bits: 21.2 E():   66 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (40-77:160-196) 
 
      10        20        30        40        50        60          
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
      70        80                                                  
PAT___ TLRAAGYKHGG                                                  
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (39-71:116-149) 
 
       10        20        30        40        50         60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
        70        80                                                
PAT___ RGTLRAAGYKHGG                                                
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:118-134) 
 
       10        20        30        40        50        60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
       70        80                                                 
PAT___ GTLRAAGYKHGG                                                 
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.6 E():   68 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (39-71:119-152) 
 
       10        20        30        40        50         60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
        70        80                                                
PAT___ RGTLRAAGYKHGG                                                
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (21-79:180-240) 
 
                         10        20        30        40        50 
PAT___           KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
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                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
               60          70        80                             
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGG                             
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (21-79:180-240) 
 
                         10        20        30        40        50 
PAT___           KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
               60          70        80                             
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGG                             
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (19-57:316-351) 
 
                           10        20        30        40         
PAT___             KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
       50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
         ::   ::                        
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY  
            350       360       370     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (24-75:76-127) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
            60        70        80                                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:154-170) 
 
       10        20        30        40        50        60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
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gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       70        80                                                 
PAT___ GTLRAAGYKHGG                                                 
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:154-170) 
 
       10        20        30        40        50        60         
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       70        80                                                 
PAT___ GTLRAAGYKHGG                                                 
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (9-52:117-159) 
 
                                     10        20        30         
PAT___                       KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
       40        50        60        70        80                   
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                   
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (53-65:113-125) 
 
             30        40        50        60        70        80   
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG   
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (53-65:113-125) 
 
             30        40        50        60        70        80   
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG   
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (35-67:49-81) 
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           10        20        30        40        50        60     
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
           70        80              
PAT___ YTARGTLRAAGYKHGG              
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (12-33:124-147) 
 
                                  10        20          30          
PAT___                    KARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      40        50        60        70        80                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                    
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (12-33:124-147) 
 
                                  10        20          30          
PAT___                    KARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      40        50        60        70        80                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                    
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (12-33:124-147) 
 
                                  10        20          30          
PAT___                    KARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      40        50        60        70        80                    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                    
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (24-75:91-142) 
 
                      10        20        30        40        50    
PAT___        KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            60        70        80                                  
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PAT___ DPSVRLHEALGYTARGTLRAAGYKHGG                                  
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (36-69:24-57) 
 
          10        20        30        40        50        60      
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
          70        80                                          
PAT___ TARGTLRAAGYKHGG                                          
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (39-71:162-195) 
 
       10        20        30        40        50         60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
        70        80                                                
PAT___ RGTLRAAGYKHGG                                                
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (17-43:11-36) 
 
               10        20        30        40        50        60 
PAT___ KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                       :.: .. : ::...  . . . :. ::                  
gi|184       MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKT 
                     10        20        30         40        50    
 
               70        80                                         
PAT___ EALGYTARGTLRAAGYKHGG                                         
                                                                    
gi|184 DLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFA 
            60        70        80        90       100       110    
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (16-38:182-206) 
 
                              10        20           30        40   
PAT___                KARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
             50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                              
gi|162 PKTKVIPYVRYL                           
              220                             
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.6 E():   85 
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Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (47-55:32-40) 
 
         20        30        40        50        60        70       
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
         80                                                         
PAT___ KHGG                                                         
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (47-55:32-40) 
 
         20        30        40        50        60        70       
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
         80                                                         
PAT___ KHGG                                                         
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.9 E():   86 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (7-40:183-216) 
 
                                       10         20        30      
PAT___                         KARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
          40        50        60        70        80                
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (20-53:237-273) 
 
                          10        20        30        40          
PAT___            KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
         50        60        70        80                           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                           
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (49-55:9-15) 
 
       20        30        40        50        60        70         
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
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       80                                                           
PAT___ GG                                                           
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (17-41:30-54) 
 
                            10        20        30        40        
PAT___              KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        50        60        70        80         
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG         
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
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>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
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gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
PAT___                 KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           50        60        70        80                         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG                         
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (16-30:118-132) 
 
                              10        20        30        40      
PAT___                KARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
          50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:49 2011 done: Wed Jan 19 14:40:49 2011 
 Total Scan time:  0.050 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 79  - 158 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     4     0:== 
  30     3     2:* 
  32    18     8:==*=== 
  34    64    21:======*=============== 
  36    64    44:==============*======= 
  38    76    73:========================*= 
  40    93   102:===============================  * 
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  42    92   124:===============================          * 
  44   130   137:============================================ * 
  46    92   140:===============================               * 
  48   176   134:============================================*============== 
  50   107   122:====================================    * 
  52   132   107:===================================*======== 
  54    90    92:==============================* 
  56    85    76:=========================*=== 
  58    29    63:==========          * 
  60    44    51:=============== * 
  62    28    41:==========   * 
  64    15    32:=====     * 
  66    24    26:========* 
  68    22    20:======*= 
  70    12    16:==== * 
  72    23    12:===*==== 
  74    12    10:===* 
  76    18     7:==*=== 
  78     7     6:=*= 
  80     2     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.43250.00285; mu= 7.9533 0.146 
 mean_var=26.4047 6.601, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.249594 
 Kolmogorov-Smirnov  statistic: 0.0546 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.8   0.015 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.0   0.056 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.0   0.058 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.0    0.06 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.3   0.099 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.3   0.099 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 26.1    0.43 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.4    0.78 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.4    0.78 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.7     1.4 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   53 22.6     4.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   53 22.6     4.2 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.9     4.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.9     4.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.2     4.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.8     7.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.8     8.6 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.8     8.6 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.5      10 
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gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.4      11 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.4      11 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.4      11 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   58 24.0      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.8      13 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.1      15 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      15 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 21.4      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.7      18 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   47 20.4      19 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.4      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.1      22 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.7      22 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   50 21.3      22 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.4      23 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.7      25 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.7      25 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.7      25 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.3      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      26 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      27 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.7      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      27 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      28 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.3      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      28 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.0      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      29 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.0      29 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.0      30 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.0      30 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.0      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.7      31 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      35 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      35 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      36 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      36 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      36 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.6      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      39 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.3      40 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.3      40 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.3      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.6      41 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      41 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      41 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      43 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      43 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.3      44 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.6      44 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.6      45 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      46 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      46 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      46 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      46 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.6      46 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.3      49 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.3      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.3      49 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      52 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      52 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.6      55 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      59 
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gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.3      59 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      61 
gi|25091511|sp|P83377.1|VA5_POLGA RecName: Full=Ve ( 206)   42 18.6      61 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      61 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      65 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      66 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      67 
gi|51093377|gb|AAT95010.1| allergen Pol d 5 precur ( 227)   42 18.6      67 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      68 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.9      68 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      69 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.9      70 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.9      70 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      71 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.6      74 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      77 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      77 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      79 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      79 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.3      79 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      80 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      80 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.3      81 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      83 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      84 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      84 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.6      86 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.6      86 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      87 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      89 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      90 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   41 18.2      90 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      95 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      95 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      95 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      95 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      95 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      95 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      95 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      95 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      95 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      95 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 135.0  bits: 29.8 E(): 0.015 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (14-54:16-57) 
 
                 10        20        30        40         50        
PAT___   ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ LHEALGYTARGTLRAAGYKHGGW                                      
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.0  bits: 29.0 E(): 0.056 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (22-74:81-133) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
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              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.6  bits: 29.0 E(): 0.058 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (22-74:92-144) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.4  bits: 29.0 E(): 0.06 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (22-74:99-151) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.5  bits: 28.3 E(): 0.099 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (22-74:98-150) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.5  bits: 28.3 E(): 0.099 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (22-74:98-150) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 109.0  bits: 26.1 E(): 0.43 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (23-79:17-74) 
 
               10        20        30        40        50           
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRL 
                             : ..:   .::....: :::..::. .   : :    . 
gi|226       ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTF 
                     10        20        30         40        50    
 
       60        70        80                                       
PAT___ HEALGYTARGTLRAAGYKHGGW                                       
       . :.  ...... ::. :  :                                        
gi|226 EAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVI 
            60        70        80        90       100       110    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.5  bits: 26.4 E(): 0.78 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (3-57:107-168) 
 
                                           10        20        30   
PAT___                             ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                    40        50        60        70        80      
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW      
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.5  bits: 26.4 E(): 0.78 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (3-57:107-168) 
 
                                           10        20        30   
PAT___                             ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                    40        50        60        70        80      
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW      
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 100.1  bits: 24.7 E():  1.4 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (23-79:50-107) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
               60        70        80                               
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGW                               
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
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 initn:  45 init1:  45 opt:  53  Z-score: 91.3  bits: 22.6 E():  4.2 
Smith-Waterman score: 53; 21.4% identity (53.6% similar) in 56 aa overlap (1-56:70-119) 
 
                                             10        20        30 
PAT___                               ARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     .::  :  . . .   .: . .. :  :   
gi|256 TYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL-- 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW           
           :.. ..:  ..  .:.:.. ::                                   
gi|256 ----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFN 
           100       110       120       130       140       150    
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 91.3  bits: 22.6 E():  4.2 
Smith-Waterman score: 53; 21.4% identity (53.6% similar) in 56 aa overlap (1-56:71-120) 
 
                                             10        20        30 
PAT___                               ARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     .::  :  . . .   .: . .. :  :   
gi|187 TYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL-- 
               50        60        70        80        90           
 
               40        50        60        70        80           
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW           
           :.. ..:  ..  .:.:.. ::                                   
gi|187 ----SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFN 
          100       110       120       130       140       150     
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.7  bits: 21.9 E():  4.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (21-53:3-35) 
 
               10        20        30        40        50        60 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                           ::.  ..:.. ::   .: .:....... . .:        
gi|226                   MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGR 
                                 10        20        30        40   
 
               70        80                                         
PAT___ ALGYTARGTLRAAGYKHGGW                                         
                                                                    
gi|226 RGESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEG 
             50        60        70        80        90       100   
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 90.5  bits: 21.9 E():  4.6 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (41-72:70-105) 
 
               20        30        40        50          60         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
         70        80                                       
PAT___ RGTLRAAGYKHGGW                                       
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 90.4  bits: 23.2 E():  4.7 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (40-80:67-113) 
 
      10        20        30        40        50               60   
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
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         40        50        60         70        80        90      
 
             70        80                                           
PAT___ GYTARGTLRAAGYKHGGW                                           
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.2  bits: 22.2 E():  5.5 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (8-24:32-48) 
 
                                      10        20        30        
PAT___                        ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                  
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.8 E():  7.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (23-74:68-119) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 21.8 E():  8.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 21.8 E():  8.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (23-74:69-120) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.1  bits: 21.4 E():   11 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (16-49:97-129) 
 
                              10        20        30        40      
PAT___                ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
          50        60        70        80                          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                          
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (23-74:93-144) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (23-74:93-144) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  58  Z-score: 83.4  bits: 24.0 E():   12 
Smith-Waterman score: 58; 29.1% identity (54.5% similar) in 55 aa overlap (32-79:481-535) 
 
              10        20        30        40        50            
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
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                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
           60        70        80                                   
PAT___ -VRLHEALGYTARGTLRAAGYKHGGW                                   
        . . :..   :: .     .:.::                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.7  bits: 19.8 E():   13 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (12-24:63-75) 
 
                                  10        20        30        40  
PAT___                    ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
              50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
                                               
gi|387 TIPR                                    
                                               
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (23-74:93-144) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 22.1 E():   15 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (22-80:83-146) 
 
                        10        20        30        40         50 
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
                 60            70        80                         
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGW                         
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 80.2  bits: 21.4 E():   17 
Smith-Waterman score: 50; 26.0% identity (56.0% similar) in 50 aa overlap (1-50:112-155) 
 
                                             10        20        30 
PAT___                               ARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :.:   : . .  .: : .:.: ..:     
gi|113 GGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD--- 
              90       100       110       120       130            
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               40        50        60        70        80           
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW           
          :.....: :  ..  ::                                         
gi|113 ---KTIDGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSD 
         140       150       160       170       180       190      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.9% identity (50.0% similar) in 64 aa overlap (1-60:71-134) 
 
                                             10        20           
PAT___                               ARNAYDWTVESTVYVSHRHQRLGLGSTL-- 
                                     .::  :  . . .    : . .. :. :   
gi|187 TYYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLRL 
               50        60        70        80        90       100 
 
        30        40         50        60        70        80       
PAT___ -YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGW       
        .  .   :   :. .  .:.  ::. :.:.. :                           
gi|187 KFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLVF 
              110       120       130       140       150       160 
 
gi|187 CTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
              170       180       190       200       210        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 20.4 E():   21 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (23-74:69-120) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.4  bits: 18.1 E():   22 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (75-80:45-50) 
 
           50        60        70        80  
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW  
                                     :..:::  
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG 
           20        30        40        50  
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (24-76:92-138) 
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                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
              60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                   
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.3  bits: 21.3 E():   22 
Smith-Waterman score: 50; 26.1% identity (48.9% similar) in 88 aa overlap (4-79:282-367) 
 
                                          10        20        30    
PAT___                            ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHL- 
                                     :  : :.  .: .:  :    :: .:..   
gi|766 SAAGSNLKKVTLELGGKSPNIVFADADLDEAIHW-VNFGIYFNH-GQACCAGSRIYVQEE 
             260       270       280        290        300          
 
             40          50                 60        70        80  
PAT___ LKSMEAQGFKSVVA--VIGLP------NDPSV---RLHEALGYTARGTLRAAGYKHGGW  
       . .   : ::  .:  ..: :      . :.:   .. . .::  .:   .:  . ::   
gi|766 IYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSGATIETGGNR 
     310       320       330       340       350       360          
 
gi|766 KGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTTYGLAAAVHT 
     370       380       390       400       410       420          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (26-60:128-168) 
 
                    10        20        30              40          
PAT___      ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
      50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
       : .:  : : .                     
gi|292 LHKDQIVVLSDDDRCQGSRD            
       160       170                   
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (26-60:130-170) 
 
                    10        20        30              40          
PAT___      ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
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     100       110       120       130       140       150          
 
      50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
       : .:  : : .                     
gi|292 LHKDQIVVLSDDDRCQGSRD            
     160       170                     
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (26-60:131-171) 
 
                    10        20        30              40          
PAT___      ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
      50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
       : .:  : : .                     
gi|312 LHKDQIVVLSDDDRCQGSRD            
              170       180            
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (23-74:29-80) 
 
                     10        20        30        40         50    
PAT___       ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
            60        70        80                                  
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGW                                  
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 21.0 E():   26 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (34-62:271-299) 
 
            10        20        30        40        50        60    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
            70        80                                            
PAT___ YTARGTLRAAGYKHGGW                                            
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (14-78:95-169) 
 
                                10        20          30            
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
      40             50         60        70        80              
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGW              
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
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gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (14-78:95-169) 
 
                                10        20          30            
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
      40             50         60        70        80              
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGW              
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (10-68:61-124) 
 
                                    10        20             30     
PAT___                      ARNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
           40         50        60        70        80              
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW              
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (10-52:61-109) 
 
                                    10        20        30          
PAT___                      ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
      40              50        60        70        80              
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW              
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (23-74:57-108) 
 
                       10        20        30        40         50  
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
          . :   :   .: .   : :                                      
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gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (23-48:50-75) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.3  bits: 20.0 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (23-74:80-131) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (34-62:270-298) 
 
            10        20        30        40        50        60    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
            70        80                                            
PAT___ YTARGTLRAAGYKHGGW                                            
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (12-30:174-192) 
 
                                  10        20        30        40  
PAT___                    ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
              50        60        70        80                 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                 
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (12-42:175-199) 
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                                  10        20        30        40  
PAT___                    ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
              50        60        70        80                      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                      
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 20.0 E():   30 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 20.0 E():   30 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 20.0 E():   30 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (35-79:17-69) 
 
           10        20        30        40        50           60  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
                   70        80                                     
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PAT___ LG-----YTARGTLRAAGYKHGGW                                     
        :       . :. . :.   ::                                      
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (38-70:12-45) 
 
        10        20        30        40        50         60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
         70        80                                               
PAT___ RGTLRAAGYKHGGW                                               
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (18-56:187-222) 
 
                            10        20        30        40        
PAT___              ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
         ::.  ::                         
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY   
           220       230       240       
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.4  bits: 20.6 E():   36 
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Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (23-73:255-310) 
 
                       10        20        30             40        
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
        50        60        70        80                            
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                            
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (2-9:234-241) 
 
                                            10        20        30  
PAT___                              ARNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
              40        50        60        70        80            
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW            
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (41-55:11-25) 
 
               20        30        40        50        60        70 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
               80                                                   
PAT___ RAAGYKHGGW                                                   
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (41-55:11-25) 
 
               20        30        40        50        60        70 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
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               80                                                   
PAT___ RAAGYKHGGW                                                   
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (35-79:17-69) 
 
           10        20        30        40        50           60  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
                   70        80                                     
PAT___ LG-----YTARGTLRAAGYKHGGW                                     
        :       . :. . :.   ::                                      
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (37-67:35-67) 
 
         10        20        30        40           50        60    
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            70        80                                 
PAT___ YTARGTLRAAGYKHGGW                                 
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (37-67:35-67) 
 
         10        20        30        40           50        60    
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            70        80                                 
PAT___ YTARGTLRAAGYKHGGW                                 
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (23-61:35-72) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
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>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.4  bits: 20.6 E():   41 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (32-55:104-126) 
 
              10        20        30        40        50        60  
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
              70        80                                          
PAT___ LGYTARGTLRAAGYKHGGW                                          
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (35-53:44-62) 
 
           10        20        30        40        50        60     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
           70        80                                             
PAT___ TARGTLRAAGYKHGGW                                             
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (5-57:381-433) 
 
                                         10        20        30     
PAT___                           ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
           40        50        60        70        80               
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW               
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (5-57:381-433) 
 
                                         10        20        30     
PAT___                           ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
           40        50        60        70        80               
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW               
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (23-74:68-119) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
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gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (38-66:203-231) 
 
        10        20        30        40        50        60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
        70        80                                                
PAT___ GTLRAAGYKHGGW                                                
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (18-56:250-285) 
 
                            10        20        30        40        
PAT___              ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
         ::.  ::                         
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY   
        280       290       300          
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (38-66:203-231) 
 
        10        20        30        40        50        60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
        70        80                                                
PAT___ GTLRAAGYKHGGW                                                
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:91-116) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
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PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (24-47:92-117) 
 
                      10        20          30        40        50  
PAT___        ARNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW           
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (21-53:18-50) 
 
               10        20        30        40        50        60 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                           ::.  ..: . ::   .: .:....... . .:        
gi|313    RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRR 
                  10        20        30        40        50        
 
               70        80                                         
PAT___ ALGYTARGTLRAAGYKHGGW                                         
                                                                    
gi|313 GEGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQ 
        60        70        80        90       100       110        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (23-74:92-143) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
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       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (23-74:93-144) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (12-30:138-156) 
 
                                  10        20        30        40  
PAT___                    ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
              50        60        70        80                 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                 
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.6 E():   52 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (29-58:3-32) 
 
               10        20        30        40        50        60 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                                   :. .: ..   : ..: .. .::.. .:..   
gi|139                           MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKN 
                                         10        20        30     
 
               70        80                                         
PAT___ ALGYTARGTLRAAGYKHGGW                                         
                                                                    
gi|139 LTPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLT 
           40        50        60        70        80        90     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 20.6 E():   55 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (5-57:381-433) 
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                                         10        20        30     
PAT___                           ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
           40        50        60        70        80               
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW               
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (23-54:238-268) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (60-72:106-118) 
 
      30        40        50        60        70        80          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW          
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (17-41:222-246) 
 
                             10        20        30        40       
PAT___               ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
         50        60        70        80                           
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                           
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|25091511|sp|P83377.1|VA5_POLGA RecName: Full=Venom   (206 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 42; 18.8% identity (47.5% similar) in 80 aa overlap (1-80:86-164) 
 
                                             10        20        30 
PAT___                               ARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :. :  :. .  . : : . :      .   
gi|250 KVAQGLETRGNPGPQPAASNMNNLVWNDEQAKIAQVWASQCQILV-HDKCRNTEKYQVGQ 
          60        70        80        90       100        110     
 
               40        50        60        70        80           
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW           
       ..  .  .. : ::. .: : ..    ..   : : ..  ... : .  :           
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gi|250 NIAYAGSSNHFPSVTKLIQLWENEVKDFNYNTGITNKNFGKVGHYTQMVWGNTKEVGCGS 
          120       130       140       150       160       170     
 
gi|250 LKYVEKNMKIHYLICNYGPAGNYLGQPIYTKK 
          180       190       200       
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (12-30:175-193) 
 
                                  10        20        30        40  
PAT___                    ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
              50        60        70        80                 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                 
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 19.2 E():   65 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (22-66:226-270) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
              60        70        80                                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGW                                
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (22-75:184-238) 
 
                        10        20        30        40        50  
PAT___          ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                 60        70        80                             
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGW                             
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.6  bits: 21.2 E():   67 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (39-76:160-196) 
 
       10        20        30        40        50        60         
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
       70        80                                                 
PAT___ TLRAAGYKHGGW                                                 
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093377|gb|AAT95010.1| allergen Pol d 5 precursor   (227 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 42; 18.8% identity (47.5% similar) in 80 aa overlap (1-80:107-185) 
 
                                             10        20        30 
PAT___                               ARNAYDWTVESTVYVSHRHQRLGLGSTLYT 
                                     :. :  :. .  . : : . :      .   
gi|510 KVAKGLETRGNPGPQPAASNMNNLVWNDELAKIAQVWASQCQILV-HDKCRNTEKYQVGQ 
         80        90       100       110       120        130      
 
               40        50        60        70        80           
PAT___ HLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW           
       ..  .  .. : ::. .: : ..    ..   : : ..  ... : .  :           
gi|510 NIAYAGSSNHFPSVTKLIQLWENEVKDFNYNTGITNKNFGKVGHYTQMVWGNTKEVGCGS 
         140       150       160       170       180       190      
 
gi|510 LKYVEKNMQIHYLICNYGPAGNYLGQPIYTKK 
         200       210       220        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (38-70:116-149) 
 
        10        20        30        40        50         60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
         70        80                                               
PAT___ RGTLRAAGYKHGGW                                               
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:118-134) 
 
        10        20        30        40        50        60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
        70        80                                                
PAT___ GTLRAAGYKHGGW                                                
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (38-70:119-152) 
 
        10        20        30        40        50         60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
         70        80                                               
PAT___ RGTLRAAGYKHGGW                                               
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (20-78:180-240) 
 
                          10        20        30        40          
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PAT___            ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
      50        60          70        80                            
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGW                            
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (20-78:180-240) 
 
                          10        20        30        40          
PAT___            ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
      50        60          70        80                            
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGW                            
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (18-56:316-351) 
 
                            10        20        30        40        
PAT___              ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
         ::   ::                         
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY   
            350       360       370      
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (23-74:76-127) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:154-170) 
 
        10        20        30        40        50        60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
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                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        70        80                                                
PAT___ GTLRAAGYKHGGW                                                
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:154-170) 
 
        10        20        30        40        50        60        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        70        80                                                
PAT___ GTLRAAGYKHGGW                                                
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (8-51:117-159) 
 
                                      10        20        30        
PAT___                        ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
        40        50        60        70        80                  
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                  
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (52-64:113-125) 
 
              30        40        50        60        70        80  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW  
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (52-64:113-125) 
 
              30        40        50        60        70        80  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW  
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (34-66:49-81) 
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            10        20        30        40        50        60    
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
            70        80             
PAT___ YTARGTLRAAGYKHGGW             
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (11-32:124-147) 
 
                                   10        20          30         
PAT___                     ARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       40        50        60        70        80                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                   
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (11-32:124-147) 
 
                                   10        20          30         
PAT___                     ARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       40        50        60        70        80                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                   
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (11-32:124-147) 
 
                                   10        20          30         
PAT___                     ARNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       40        50        60        70        80                   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                   
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (23-74:91-142) 
 
                       10        20        30        40        50   
PAT___         ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
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             60        70        80                                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGW                                 
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (35-68:24-57) 
 
           10        20        30        40        50        60     
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
           70        80                                         
PAT___ TARGTLRAAGYKHGGW                                         
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (38-70:162-195) 
 
        10        20        30        40        50         60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
         70        80                                               
PAT___ RGTLRAAGYKHGGW                                               
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (16-42:11-36) 
 
               10        20        30        40        50        60 
PAT___ ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHE 
                      :.: .. : ::...  . . . :. ::                   
gi|184      MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTD 
                    10        20        30         40        50     
 
               70        80                                         
PAT___ ALGYTARGTLRAAGYKHGGW                                         
                                                                    
gi|184 LRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFAD 
           60        70        80        90       100       110     
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (15-37:182-206) 
 
                               10        20           30        40  
PAT___                 ARNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
              50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
                                               
gi|162 PKTKVIPYVRYL                            
              220                              
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (46-54:32-40) 
 
          20        30        40        50        60        70      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
          80                                                        
PAT___ KHGGW                                                        
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (46-54:32-40) 
 
          20        30        40        50        60        70      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
          80                                                        
PAT___ KHGGW                                                        
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.8 E():   87 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (6-39:183-216) 
 
                                        10         20        30     
PAT___                          ARNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
           40        50        60        70        80               
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW               
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (19-52:237-273) 
 
                           10        20        30        40         
PAT___             ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
          50        60        70        80                          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                          
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (48-54:9-15) 
 
        20        30        40        50        60        70        
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
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                                     10        20        30         
 
        80                                                          
PAT___ GGW                                                          
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 41; 35.3% identity (58.8% similar) in 17 aa overlap (64-80:147-163) 
 
            40        50        60        70        80              
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW              
                                     . :  : .: : . .::              
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (16-40:30-54) 
 
                             10        20        30        40       
PAT___               ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
         50        60        70        80        
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW        
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2566



 

 

Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
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            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
PAT___                  ARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
            50        60        70        80                        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW                        
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:49 2011 done: Wed Jan 19 14:40:49 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 80  - 159 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     3     0:= 
  30     3     2:* 
  32    19     8:==*==== 
  34    64    21:======*=============== 
  36    60    44:==============*===== 
  38    75    73:========================* 
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  40    94   102:================================ * 
  42    97   124:=================================        * 
  44   127   137:===========================================  * 
  46    93   139:===============================               * 
  48   168   134:============================================*=========== 
  50   111   122:=====================================   * 
  52   130   107:===================================*======== 
  54    88    92:==============================* 
  56    87    76:=========================*=== 
  58    29    63:==========          * 
  60    48    51:================* 
  62    32    41:===========  * 
  64    15    32:=====     * 
  66    24    26:========* 
  68    20    20:======* 
  70    11    16:==== * 
  72    22    12:===*==== 
  74    15    10:===*= 
  76    17     7:==*=== 
  78     7     6:=*= 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.45900.0029; mu= 7.8057 0.149 
 mean_var=26.1378 6.549, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.250865 
 Kolmogorov-Smirnov  statistic: 0.0519 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.9   0.015 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.1   0.053 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.1   0.056 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.1   0.057 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.3   0.094 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.3   0.094 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 26.2    0.42 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.4    0.75 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.4    0.75 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.7     1.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.9     4.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.9     4.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.2     4.6 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   52 22.2     5.2 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   52 22.2     5.3 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.4 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.8     7.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.8     8.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.8     8.4 
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gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   50 21.5      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.5      10 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   50 21.5      11 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   50 21.5      11 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   58 24.1      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.8      12 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   49 21.1      14 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      14 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.7      18 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.4      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.1      21 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.7      22 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   50 21.4      22 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.4      23 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 20.1      24 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.7      24 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.7      24 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.7      25 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      25 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.0      25 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      26 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.7      27 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      27 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      27 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.0      28 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      28 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.0      29 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.0      29 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.0      29 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.0      29 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.0      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.7      30 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      34 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      35 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      35 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.6      36 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      37 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 20.0      37 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.4      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.4      39 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.4      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      40 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      41 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.6      41 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.9      43 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.9      43 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.3      43 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.6      44 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.6      44 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      45 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      45 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      46 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 20.0      46 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.3      48 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.3      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.3      49 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      51 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      51 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.6      54 
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gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.3      58 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.9      59 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.9      60 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.9      60 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      65 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      66 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      66 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      67 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.9      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      68 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.9      69 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.9      69 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      70 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.6      73 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      76 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      76 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.3      78 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      78 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      78 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      79 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      79 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      79 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      79 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.3      80 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      82 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      83 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      83 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.6      84 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.6      85 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.9      86 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      88 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.3      88 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   41 18.2      89 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      93 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      94 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      94 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      94 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      94 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      94 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      94 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      94 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      94 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      94 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.2      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 135.5  bits: 29.9 E(): 0.015 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (13-53:16-57) 
 
                  10        20        30        40         50       
PAT___    RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ LHEALGYTARGTLRAAGYKHGGWH                                     
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.4  bits: 29.1 E(): 0.053 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (21-73:81-133) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
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               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.0  bits: 29.1 E(): 0.056 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (21-73:92-144) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.8  bits: 29.1 E(): 0.057 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (21-73:99-151) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.9  bits: 28.3 E(): 0.094 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (21-73:98-150) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 120.9  bits: 28.3 E(): 0.094 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (21-73:98-150) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 109.3  bits: 26.2 E(): 0.42 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (22-78:17-74) 
 
               10        20        30        40          50         
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLH 
                            : ..:   .::....: :::..::. .   : :    .. 
gi|226      ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFE 
                    10        20        30         40        50     
 
       60        70        80                                       
PAT___ EALGYTARGTLRAAGYKHGGWH                                       
        :.  ...... ::. :  :                                         
gi|226 AAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA 
           60        70        80        90       100       110     
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.7  bits: 26.4 E(): 0.75 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (2-56:107-168) 
 
                                            10        20        30  
PAT___                              RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                     40        50        60        70        80     
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH     
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.7  bits: 26.4 E(): 0.75 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (2-56:107-168) 
 
                                            10        20        30  
PAT___                              RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                     40        50        60        70        80     
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH     
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 100.4  bits: 24.7 E():  1.3 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (22-78:50-107) 
 
                        10        20        30        40            
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
      50        60        70        80                              
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWH                              
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 91.0  bits: 21.9 E():  4.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (20-52:3-35) 
 
               10        20        30        40        50        60 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                          ::.  ..:.. ::   .: .:....... . .:         
gi|226                  MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRR 
                                10        20        30        40    
 
               70        80                                         
PAT___ LGYTARGTLRAAGYKHGGWH                                         
                                                                    
gi|226 GESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGL 
            50        60        70        80        90       100    
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 90.7  bits: 21.9 E():  4.5 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (40-71:70-105) 
 
      10        20        30        40        50          60        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
          70        80                                      
PAT___ RGTLRAAGYKHGGWH                                      
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 90.6  bits: 23.2 E():  4.6 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (39-79:67-113) 
 
       10        20        30        40        50               60  
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
              70        80                                          
PAT___ GYTARGTLRAAGYKHGGWH                                          
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 89.6  bits: 22.2 E():  5.2 
Smith-Waterman score: 52; 21.8% identity (52.7% similar) in 55 aa overlap (1-55:71-119) 
 
                                             10        20        30 
PAT___                               RNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     ::  :  . . .   .: . .. :  :    
gi|256 YYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL--- 
               50        60        70        80        90           
 
               40        50        60        70        80           
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH           
          :.. ..:  ..  .:.:.. ::                                    
gi|256 ---SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNN 
          100       110       120       130       140       150     
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 89.5  bits: 22.2 E():  5.3 
Smith-Waterman score: 52; 21.8% identity (52.7% similar) in 55 aa overlap (1-55:72-120) 
 
                                             10        20        30 
PAT___                               RNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     ::  :  . . .   .: . .. :  :    
gi|187 YYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPL--- 
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              50        60        70        80        90            
 
               40        50        60        70        80           
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH           
          :.. ..:  ..  .:.:.. ::                                    
gi|187 ---SLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.4  bits: 22.2 E():  5.4 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (7-23:32-48) 
 
                                       10        20        30       
PAT___                         RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                 
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.8 E():  7.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (22-73:68-119) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 21.8 E():  8.4 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 21.8 E():  8.4 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 21.5 E():   10 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (22-73:69-120) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :.:   :                                       
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (15-48:97-129) 
 
                               10        20        30        40     
PAT___                 RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
           50        60        70        80                         
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                         
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (22-73:93-144) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 50; 25.0% identity (48.1% similar) in 52 aa overlap (22-73:93-144) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :.:   :                                       
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  58  Z-score: 83.5  bits: 24.1 E():   11 
Smith-Waterman score: 58; 29.1% identity (54.5% similar) in 55 aa overlap (31-78:481-535) 
 
               10        20        30        40        50           
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
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                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
            60        70        80                                  
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWH                                  
        . . :..   :: .     .:.::                                    
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.9  bits: 19.8 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (11-23:63-75) 
 
                                   10        20        30        40 
PAT___                     RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
               50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                                
gi|387 TIPR                                     
                                                
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 49; 25.0% identity (48.1% similar) in 52 aa overlap (22-73:93-144) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :.:   :                                       
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (21-79:83-146) 
 
                         10        20        30        40           
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
      50          60            70        80                        
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWH                        
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
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              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 20.4 E():   21 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (22-73:69-120) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.7  bits: 18.1 E():   21 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (74-79:45-50) 
 
            50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     :..:::  
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG 
           20        30        40        50  
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (23-75:92-138) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
               60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                  
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 50; 26.1% identity (48.9% similar) in 88 aa overlap (3-78:282-367) 
 
                                           10        20        30   
PAT___                             RNAYDWTVESTVYVSHRHQRLGLGSTLYTHL- 
                                     :  : :.  .: .:  :    :: .:..   
gi|766 SAAGSNLKKVTLELGGKSPNIVFADADLDEAIHW-VNFGIYFNH-GQACCAGSRIYVQEE 
             260       270       280        290        300          
 
              40          50                 60        70        80 
PAT___ LKSMEAQGFKSVVA--VIGLP------NDPSV---RLHEALGYTARGTLRAAGYKHGGWH 
       . .   : ::  .:  ..: :      . :.:   .. . .::  .:   .:  . ::   
gi|766 IYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSGATIETGGNR 
     310       320       330       340       350       360          
 
gi|766 KGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTTYGLAAAVHT 
     370       380       390       400       410       420          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (22-73:91-142) 
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                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 77.8  bits: 20.1 E():   24 
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (1-59:72-134) 
 
                                             10        20           
PAT___                               RNAYDWTVESTVYVSHRHQRLGLGSTL--- 
                                     ::  :  . . .    : . .. :. :    
gi|187 YYILSDITAFGGIRAAPTGNERCPLTVVQSRNELDKGIGTIISSPFRIRFIAEGNPLRLK 
              50        60        70        80        90       100  
 
        30        40         50        60        70        80       
PAT___ YTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH       
       .  .   :   :. .  .:.  ::. :.:.. :                            
gi|187 FDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNNYKLVFC 
             110       120       130       140       150       160  
 
gi|187 TQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVDKESLAKKNHGLSRSE 
             170       180       190       200       210        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (25-59:128-168) 
 
                     10        20        30              40         
PAT___       RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
       50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
       : .:  : : .                      
gi|292 LHKDQIVVLSDDDRCQGSRD             
       160       170                    
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (25-59:130-170) 
 
                     10        20        30              40         
PAT___       RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
       50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
       : .:  : : .                      
gi|292 LHKDQIVVLSDDDRCQGSRD             
     160       170                      
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.7 E():   25 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (25-59:131-171) 
 
                     10        20        30              40         
PAT___       RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
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              110       120       130       140       150       160 
 
       50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
       : .:  : : .                      
gi|312 LHKDQIVVLSDDDRCQGSRD             
              170       180             
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (22-73:29-80) 
 
                      10        20        30        40         50   
PAT___        RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
             60        70        80                                 
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWH                                 
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (33-61:271-299) 
 
             10        20        30        40        50        60   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
             70        80                                           
PAT___ YTARGTLRAAGYKHGGWH                                           
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (13-77:95-169) 
 
                                 10        20          30           
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
       40             50         60        70        80             
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWH             
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (9-67:61-124) 
 
                                     10             20        30    
PAT___                       RNAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
            40         50        60        70        80             
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH             
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       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (13-77:95-169) 
 
                                 10        20          30           
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
       40             50         60        70        80             
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWH             
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (9-51:61-109) 
 
                                     10        20        30         
PAT___                       RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
          40           50        60        70        80             
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH             
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (22-47:50-75) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (22-73:57-108) 
 
                        10        20        30        40         50 
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
          . :   :   .: .   : :                                      
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gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 20.0 E():   28 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (22-73:80-131) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (33-61:270-298) 
 
             10        20        30        40        50        60   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
             70        80                                           
PAT___ YTARGTLRAAGYKHGGWH                                           
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.3  bits: 20.0 E():   29 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (11-29:174-192) 
 
                                   10        20        30        40 
PAT___                     RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
               50        60        70        80                
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (11-41:175-199) 
 
                                   10        20        30        40 
PAT___                     RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
               50        60        70        80                     
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                     
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (22-73:91-142) 
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                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (34-78:17-69) 
 
            10        20        30        40        50           60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
                    70        80                                    
PAT___ LG-----YTARGTLRAAGYKHGGWH                                    
        :       . :. . :.   ::                                      
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (37-69:12-45) 
 
         10        20        30        40        50         60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
          70        80                                              
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PAT___ RGTLRAAGYKHGGWH                                              
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.8  bits: 19.7 E():   34 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (17-55:187-222) 
 
                             10        20        30        40       
PAT___               RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
         50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
         ::.  ::                          
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY    
           220       230       240        
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (22-72:255-310) 
 
                        10        20        30             40       
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
         50        60        70        80                           
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                           
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 19.7 E():   37 
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Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 20.0 E():   37 
Smith-Waterman score: 46; 75.0% identity (87.5% similar) in 8 aa overlap (1-8:234-241) 
 
                                             10        20        30 
PAT___                               RNAYDWTVESTVYVSHRHQRLGLGSTLYTH 
                                     :. :::::                       
gi|612 GLFDFVWVKFYNDTSCQYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSP 
           210       220       230       240       250       260    
 
               40        50        60        70        80           
PAT___ LLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH           
                                                                    
gi|612 LGGYIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRT 
           270       280       290       300       310       320    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (40-54:11-25) 
 
      10        20        30        40        50        60          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
      70        80                                                  
PAT___ RAAGYKHGGWH                                                  
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (40-54:11-25) 
 
      10        20        30        40        50        60          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
      70        80                                                  
PAT___ RAAGYKHGGWH                                                  
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (34-78:17-69) 
 
            10        20        30        40        50           60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
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                    70        80                                    
PAT___ LG-----YTARGTLRAAGYKHGGWH                                    
        :       . :. . :.   ::                                      
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (36-66:35-67) 
 
          10        20        30        40           50        60   
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             70        80                                
PAT___ YTARGTLRAAGYKHGGWH                                
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (36-66:35-67) 
 
          10        20        30        40           50        60   
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             70        80                                
PAT___ YTARGTLRAAGYKHGGWH                                
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (22-60:35-72) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.3 E():   41 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (34-52:44-62) 
 
            10        20        30        40        50        60    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
            70        80                                            
PAT___ TARGTLRAAGYKHGGWH                                            
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
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>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.4  bits: 20.6 E():   41 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (31-54:104-126) 
 
               10        20        30        40        50        60 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
               70        80                                         
PAT___ LGYTARGTLRAAGYKHGGWH                                         
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (4-56:381-433) 
 
                                          10        20        30    
PAT___                            RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
            40        50        60        70        80              
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH              
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (4-56:381-433) 
 
                                          10        20        30    
PAT___                            RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
            40        50        60        70        80              
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH              
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.3 E():   43 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (22-73:68-119) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.6 E():   44 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (37-65:203-231) 
 
         10        20        30        40        50        60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
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gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
         70        80                                               
PAT___ GTLRAAGYKHGGWH                                               
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (17-55:250-285) 
 
                             10        20        30        40       
PAT___               RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
         50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
         ::.  ::                          
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY    
        280       290       300           
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (37-65:203-231) 
 
         10        20        30        40        50        60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
         70        80                                               
PAT___ GTLRAAGYKHGGWH                                               
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:91-116) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
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PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (23-46:92-117) 
 
                       10        20          30        40        50 
PAT___         RNAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH          
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (20-52:18-50) 
 
               10        20        30        40        50        60 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                          ::.  ..: . ::   .: .:....... . .:         
gi|313   RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRG 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ LGYTARGTLRAAGYKHGGWH                                         
                                                                    
gi|313 EGCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQA 
       60        70        80        90       100       110         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.5  bits: 20.0 E():   46 
Smith-Waterman score: 46; 25.0% identity (56.8% similar) in 44 aa overlap (6-49:118-155) 
 
                                        10        20        30      
PAT___                          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                     : . .  .: : .:.: ..:       :.. 
gi|113 VYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD------KTI 
        90       100       110       120       130             140  
 
          40        50        60        70        80                
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                
       ...: :  ..  ::                                               
gi|113 DGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINV 
             150       160       170       180       190       200  
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (22-73:92-143) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
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       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (22-73:93-144) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 19.0 E():   51 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (11-29:138-156) 
 
                                   10        20        30        40 
PAT___                     RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
               50        60        70        80                
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (28-57:3-32) 
 
               10        20        30        40        50        60 
PAT___+ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                  :. .: ..   : ..: .. .::.. .:..    
gi|139                          MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNL 
                                        10        20        30      
 
               70        80                                         
PAT___ LGYTARGTLRAAGYKHGGWH                                         
                                                                    
gi|139 TPEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTH 
          40        50        60        70        80        90      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 20.6 E():   54 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (4-56:381-433) 
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                                          10        20        30    
PAT___                            RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
            40        50        60        70        80              
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH              
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (59-71:106-118) 
 
       30        40        50        60        70        80         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH         
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (22-53:238-268) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (16-40:222-246) 
 
                              10        20        30        40      
PAT___                RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
          50        60        70        80                          
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                          
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (11-29:175-193) 
 
                                   10        20        30        40 
PAT___                     RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
               50        60        70        80                
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                
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gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (21-65:226-270) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
               60        70        80                               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWH                               
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (21-74:184-238) 
 
                         10        20        30        40        50 
PAT___           RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                  60        70        80                            
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWH                            
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.6  bits: 21.2 E():   66 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (38-75:160-196) 
 
        10        20        30        40        50        60        
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
        70        80                                                
PAT___ TLRAAGYKHGGWH                                                
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (37-69:116-149) 
 
         10        20        30        40        50         60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
          70        80                                              
PAT___ RGTLRAAGYKHGGWH                                              
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:118-134) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2593



 

 

         10        20        30        40        50        60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
         70        80                                               
PAT___ GTLRAAGYKHGGWH                                               
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (37-69:119-152) 
 
         10        20        30        40        50         60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
          70        80                                              
PAT___ RGTLRAAGYKHGGWH                                              
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (19-77:180-240) 
 
                           10        20        30        40         
PAT___             RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
       50        60          70        80                           
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWH                           
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (19-77:180-240) 
 
                           10        20        30        40         
PAT___             RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
       50        60          70        80                           
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWH                           
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (17-55:316-351) 
 
                             10        20        30        40       

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2594



 

 

PAT___               RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
         50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
         ::   ::                          
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY    
            350       360       370       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (22-73:76-127) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:154-170) 
 
         10        20        30        40        50        60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         70        80                                               
PAT___ GTLRAAGYKHGGWH                                               
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:154-170) 
 
         10        20        30        40        50        60       
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         70        80                                               
PAT___ GTLRAAGYKHGGWH                                               
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (33-65:49-81) 
 
             10        20        30        40        50        60   
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
             70        80            
PAT___ YTARGTLRAAGYKHGGWH            
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        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (7-50:117-159) 
 
                                       10        20        30       
PAT___                         RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
         40        50        60        70        80                 
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                 
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (51-63:113-125) 
 
               30        40        50        60        70        80 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (51-63:113-125) 
 
               30        40        50        60        70        80 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (10-31:124-147) 
 
                                    10        20          30        
PAT___                      RNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        40        50        60        70        80                  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                  
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (10-31:124-147) 
 
                                    10        20          30        
PAT___                      RNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
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        40        50        60        70        80                  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                  
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (10-31:124-147) 
 
                                    10        20          30        
PAT___                      RNAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
        40        50        60        70        80                  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                  
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (22-73:91-142) 
 
                        10        20        30        40        50  
PAT___          RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              60        70        80                                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWH                                
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (34-67:24-57) 
 
            10        20        30        40        50        60    
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
            70        80                                        
PAT___ TARGTLRAAGYKHGGWH                                        
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (37-69:162-195) 
 
         10        20        30        40        50         60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
          70        80                                              
PAT___ RGTLRAAGYKHGGWH                                              
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
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>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (15-41:11-36) 
 
               10        20        30        40        50        60 
PAT___ RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                     :.: .. : ::...  . . . :. ::                    
gi|184     MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDL 
                   10        20        30         40        50      
 
               70        80                                         
PAT___ LGYTARGTLRAAGYKHGGWH                                         
                                                                    
gi|184 RGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADE 
          60        70        80        90       100       110      
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (14-36:182-206) 
 
                                10        20           30        40 
PAT___                  RNAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
               50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                                
gi|162 PKTKVIPYVRYL                             
              220                               
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (45-53:32-40) 
 
           20        30        40        50        60        70     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
           80                                                       
PAT___ KHGGWH                                                       
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (45-53:32-40) 
 
           20        30        40        50        60        70     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
           80                                                       
PAT___ KHGGWH                                                       
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.9 E():   86 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (5-38:183-216) 
 
                                         10         20        30    
PAT___                           RNAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
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gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
            40        50        60        70        80              
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH              
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (18-51:237-273) 
 
                            10        20        30        40        
PAT___              RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
           50        60        70        80                         
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                         
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.3 E():   88 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (47-53:9-15) 
 
         20        30        40        50        60        70       
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
         80                                                         
PAT___ GGWH                                                         
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 35.3% identity (58.8% similar) in 17 aa overlap (63-79:147-163) 
 
             40        50        60        70        80             
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH             
                                     . :  : .: : . .::              
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   93 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (15-39:30-54) 
 
                              10        20        30        40      
PAT___                RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
          50        60        70        80       
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH       
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
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         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
PAT___                   RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
             50        60        70        80                       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH                       
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
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>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (14-28:118-132) 
 
                                10        20        30        40    
PAT___                  RNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
            50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:49 2011 done: Wed Jan 19 14:40:49 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 81  - 160 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     4     0:== 
  30     4     2:*= 
  32    16     8:==*=== 
  34    64    21:======*=============== 
  36    68    44:==============*======== 
  38    65    73:======================  * 
  40    90   102:==============================   * 
  42    96   124:================================         * 
  44   122   137:=========================================    * 
  46   101   139:==================================            * 
  48   172   134:============================================*============= 
  50   114   122:======================================  * 
  52   127   107:===================================*======= 
  54    88    92:==============================* 
  56    90    76:=========================*==== 
  58    25    63:=========           * 
  60    46    51:================* 
  62    33    41:===========  * 
  64    14    32:=====     * 
  66    27    26:========* 
  68    22    20:======*= 
  70    11    16:==== * 
  72    20    12:===*=== 
  74    16    10:===*== 
  76    18     7:==*=== 
  78     7     6:=*= 
  80     2     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
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  90     7     1:*== 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     6     0:==        *====== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.38460.00304; mu= 8.1393 0.156 
 mean_var=26.1941 6.464, 0's: 2 Z-trim: 8  B-trim: 148 in 2/42 
 Lambda= 0.250595 
 Kolmogorov-Smirnov  statistic: 0.0545 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.9   0.015 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 29.1   0.052 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 29.1   0.055 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 29.1   0.057 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.4   0.093 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.4   0.093 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 26.2    0.41 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   64 26.4    0.73 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   64 26.4    0.73 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.7     1.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.9     4.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.9     4.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.3     4.5 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   53 22.6     4.6 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   53 22.6     5.1 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   53 22.6     5.1 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.2     5.3 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 22.2     6.6 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.9     7.5 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.9     8.2 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.9     8.3 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.5      10 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 23.1      10 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   58 24.1      11 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.8      12 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.8      13 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.1      14 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.8      17 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.4      20 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   50 21.4      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.1      21 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.8      21 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.4      22 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.7      24 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.7      24 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.4      24 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.7      24 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 21.1      25 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.7      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.7      26 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.4      26 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.4      27 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.4      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.4      27 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 20.1      27 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 21.0      28 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 20.1      28 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 20.1      28 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 20.0      29 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 20.0      29 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 20.0      29 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.7      30 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.7      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.7      30 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.7      34 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.7      34 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.7      35 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 19.0      35 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 19.0      35 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.7      37 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.7      38 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.4      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.4      39 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.4      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.7      39 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.7      40 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.3      40 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 21.0      41 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 21.0      41 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.3      43 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.7      43 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.7      43 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.7      44 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.3      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.7      45 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.7      45 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.7      45 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.7      45 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.7      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.3      47 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.3      47 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.3      48 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.6      50 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 19.0      50 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.6      53 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 20.0      57 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.3      58 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 20.0      58 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 19.0      59 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.3      63 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.3      63 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.6      64 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 19.0      66 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.6      66 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.6      67 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.9      68 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.9      68 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.3      68 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.6      72 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.9      75 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.9      75 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.6      76 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      77 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      77 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.3      78 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.6      78 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.6      78 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.3      79 
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gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.6      80 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.3      82 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      82 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.9      83 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.6      84 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.6      84 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.2      86 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   41 18.3      88 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.3      88 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.6      93 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.6      93 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.6      93 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.6      93 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.6      93 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.6      93 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.6      93 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.6      93 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.6      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      93 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.6      97 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   44 19.2      98 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   38 17.3      98 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   41 18.2      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 135.4  bits: 29.9 E(): 0.015 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (12-52:16-57) 
 
                   10        20        30        40         50      
PAT___     NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ LHEALGYTARGTLRAAGYKHGGWHD                                    
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.5  bits: 29.1 E(): 0.052 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (20-72:81-133) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 125.1  bits: 29.1 E(): 0.055 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (20-72:92-144) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
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>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 124.9  bits: 29.1 E(): 0.057 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (20-72:99-151) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.0  bits: 28.4 E(): 0.093 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (20-72:98-150) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 121.0  bits: 28.4 E(): 0.093 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (20-72:98-150) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 109.4  bits: 26.2 E(): 0.41 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (21-77:17-74) 
 
               10        20        30        40          50         
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHE 
                           : ..:   .::....: :::..::. .   : :    ..  
gi|226     ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEA 
                   10        20        30         40        50      
 
       60        70        80                                       
PAT___ ALGYTARGTLRAAGYKHGGWHD                                       
       :.  ...... ::. :  :                                          
gi|226 AFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAG 
          60        70        80        90       100       110      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.9  bits: 26.4 E(): 0.73 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (1-55:107-168) 
 
                                             10        20        30 
PAT___                               NAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
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                                     :   :.: .    . .   . ::.  . :  
gi|556 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                      40        50        60        70        80    
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD    
              :  .. .:. ..:: . . :::...                             
gi|556 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|556 EIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  64  Z-score: 104.9  bits: 26.4 E(): 0.73 
Smith-Waterman score: 64; 21.0% identity (50.0% similar) in 62 aa overlap (1-55:107-168) 
 
                                             10        20        30 
PAT___                               NAYDWTVESTVYVSHRHQRLGLGSTLYTHL 
                                     :   :.: .    . .   . ::.  . :  
gi|193 QKIKDLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHT 
         80        90       100       110       120       130       
 
                      40        50        60        70        80    
PAT___ -------LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD    
              :  .. .:. ..:: . . :::...                             
gi|193 PKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTH 
        140       150       160       170       180       190       
 
gi|193 EIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSHCSYEEDKKIAAEAGDDIDVIVGA 
        200       210       220       230       240       250       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 100.5  bits: 24.7 E():  1.3 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (21-77:50-107) 
 
                         10        20        30        40           
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
       50        60        70        80                             
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                             
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 91.0  bits: 21.9 E():  4.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (19-51:3-35) 
 
               10        20        30        40        50        60 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                         ::.  ..:.. ::   .: .:....... . .:          
gi|226                 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRG 
                               10        20        30        40     
 
               70        80                                         
PAT___ GYTARGTLRAAGYKHGGWHD                                         
                                                                    
gi|226 ESCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLR 
           50        60        70        80        90       100     
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 90.8  bits: 21.9 E():  4.5 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (39-70:70-105) 
 
       10        20        30        40         50         60       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
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gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
           70        80                                     
PAT___ RGTLRAAGYKHGGWHD                                     
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 90.7  bits: 23.3 E():  4.5 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (38-78:67-113) 
 
        10        20        30        40        50               60 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
               70        80                                         
PAT___ GYTARGTLRAAGYKHGGWHD                                         
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 90.5  bits: 22.6 E():  4.6 
Smith-Waterman score: 53; 25.0% identity (45.3% similar) in 64 aa overlap (21-80:69-132) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
               60        70            80                           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHD                           
       .: .  :  :.  : :.:   :     .: :  :                           
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 89.7  bits: 22.6 E():  5.1 
Smith-Waterman score: 53; 25.0% identity (45.3% similar) in 64 aa overlap (21-80:93-156) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
               60        70            80                           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHD                           
       .: .  :  :.  : :.:   :     .: :  :                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 89.7  bits: 22.6 E():  5.1 
Smith-Waterman score: 53; 25.0% identity (45.3% similar) in 64 aa overlap (21-80:93-156) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
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             70        80        90       100       110       120   
 
               60        70            80                           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHD                           
       .: .  :  :.  : :.:   :     .: :  :                           
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.5  bits: 22.2 E():  5.3 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (6-22:32-48) 
 
                                        10        20        30      
PAT___                          NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 87.8  bits: 22.2 E():  6.6 
Smith-Waterman score: 52; 25.0% identity (45.3% similar) in 64 aa overlap (21-80:93-156) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
               60        70            80                           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHD                           
       .: .  :  :.  : :.:   :     .: :  :                           
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.8  bits: 21.9 E():  7.5 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (21-72:68-119) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.9 E():  8.2 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.9 E():  8.3 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (14-47:97-129) 
 
                                10        20        30        40    
PAT___                  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
            50        60        70        80                        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                        
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 84.3  bits: 23.1 E():   10 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (14-80:183-242) 
 
                                10        20        30        40    
PAT___                  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
            50        60        70        80                        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                        
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  58  Z-score: 83.9  bits: 24.1 E():   11 
Smith-Waterman score: 58; 29.1% identity (54.5% similar) in 55 aa overlap (30-77:481-535) 
 
                10        20        30        40        50          
PAT___  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
             60        70        80                                 
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHD                                 
        . . :..   :: .     .:.::                                    
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gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.9  bits: 19.8 E():   12 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (10-22:63-75) 
 
                                    10        20        30          
PAT___                      NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
      40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
                                                 
gi|387 TIPR                                      
                                                 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 82.3  bits: 22.8 E():   13 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (14-80:183-242) 
 
                                10        20        30        40    
PAT___                  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
            50        60        70        80                        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                        
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 22.1 E():   14 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (20-78:83-146) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
       50          60            70        80                       
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHD                       
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 20.8 E():   17 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
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              130       140       150       160       170       180 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 20.4 E():   20 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (21-72:69-120) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 50; 26.1% identity (48.9% similar) in 88 aa overlap (2-77:282-367) 
 
                                            10        20        30  
PAT___                              NAYDWTVESTVYVSHRHQRLGLGSTLYTHL- 
                                     :  : :.  .: .:  :    :: .:..   
gi|766 SAAGSNLKKVTLELGGKSPNIVFADADLDEAIHW-VNFGIYFNH-GQACCAGSRIYVQEE 
             260       270       280        290        300          
 
               40                50           60        70          
PAT___ LKSMEAQGFKSVVA--VIGLP------NDPSV---RLHEALGYTARGTLRAAGYKHGGWH 
       . .   : ::  .:  ..: :      . :.:   .. . .::  .:   .:  . ::   
gi|766 IYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSGATIETGGNR 
     310       320       330       340       350       360          
 
      80                                                            
PAT___ D                                                            
                                                                    
gi|766 KGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTTYGLAAAVHT 
     370       380       390       400       410       420          
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.6  bits: 18.1 E():   21 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (73-78:45-50) 
 
             50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
                                     :..:::   
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG  
           20        30        40        50   
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (22-74:92-138) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
      50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                 
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
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PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (24-58:128-168) 
 
                      10        20        30              40        
PAT___        NAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
       : .:  : : .                       
gi|292 LHKDQIVVLSDDDRCQGSRD              
       160       170                     
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (24-58:130-170) 
 
                      10        20        30              40        
PAT___        NAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
       : .:  : : .                       
gi|292 LHKDQIVVLSDDDRCQGSRD              
     160       170                       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (21-72:29-80) 
 
                       10        20        30        40         50  
PAT___         NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
              60        70        80                                
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHD                                
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (24-58:131-171) 
 
                      10        20        30              40        
PAT___        NAYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
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       : .:  : : .                       
gi|312 LHKDQIVVLSDDDRCQGSRD              
              170       180              
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 21.1 E():   25 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (32-60:271-299) 
 
              10        20        30        40        50        60  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
              70        80                                          
PAT___ YTARGTLRAAGYKHGGWHD                                          
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (12-76:95-169) 
 
                                  10        20          30          
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
        40              50        60        70        80            
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHD            
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (12-76:95-169) 
 
                                  10        20          30          
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
        40              50        60        70        80            
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHD            
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (8-66:61-124) 
 
                                      10             20        30   
PAT___                        NAYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
             40         50        60        70        80            
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD            
       .. ..:..:::   . .:.: .  ....  :...:                          
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gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (8-50:61-109) 
 
                                      10        20        30        
PAT___                        NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
           40           50        60        70        80            
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD            
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (21-72:57-108) 
 
                         10        20        30        40           
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (21-46:50-75) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (21-72:80-131) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (32-60:270-298) 
 
              10        20        30        40        50        60  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
              70        80                                          
PAT___ YTARGTLRAAGYKHGGWHD                                          
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (10-28:174-192) 
 
                                    10        20        30          
PAT___                      NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
      40        50        60        70        80               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD               
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (10-40:175-199) 
 
                                    10        20        30          
PAT___                      NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
      40        50        60        70        80                    
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                    
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
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               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 19.7 E():   30 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (33-54:98-119) 
 
             10        20        30        40        50        60   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
             70        80                                           
PAT___ TARGTLRAAGYKHGGWHD                                           
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (33-54:99-120) 
 
             10        20        30        40        50        60   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
             70        80                                           
PAT___ TARGTLRAAGYKHGGWHD                                           
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (33-77:17-69) 
 
             10        20        30        40        50             
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
      60             70        80                                   
PAT___ LG-----YTARGTLRAAGYKHGGWHD                                   
        :       . :. . :.   ::                                      
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
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>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (16-54:187-222) 
 
                              10        20        30        40      
PAT___                NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
          50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
         ::.  ::                           
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY     
           220       230       240         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (36-68:12-45) 
 
          10        20        30        40        50         60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
           70        80                                             
PAT___ RGTLRAAGYKHGGWHD                                             
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (21-71:255-310) 
 
                         10        20        30             40      
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
          50        60        70        80                          
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                          
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (39-53:11-25) 
 
       10        20        30        40        50        60         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
       70        80                                                 
PAT___ RAAGYKHGGWHD                                                 
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (39-53:11-25) 
 
       10        20        30        40        50        60         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
       70        80                                                 
PAT___ RAAGYKHGGWHD                                                 
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (33-77:17-69) 
 
             10        20        30        40        50             
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
      60             70        80                                   
PAT___ LG-----YTARGTLRAAGYKHGGWHD                                   
        :       . :. . :.   ::                                      
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gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (35-65:35-67) 
 
           10        20        30        40           50        60  
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              70        80                               
PAT___ YTARGTLRAAGYKHGGWHD                               
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (35-65:35-67) 
 
           10        20        30        40           50        60  
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              70        80                               
PAT___ YTARGTLRAAGYKHGGWHD                               
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (21-59:35-72) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.7  bits: 20.7 E():   40 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (30-53:104-126) 
 
                10        20        30        40        50          
PAT___  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
      60        70        80                                        
PAT___ LGYTARGTLRAAGYKHGGWHD                                        
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (33-51:44-62) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2620



 

 

             10        20        30        40        50        60   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
             70        80                                           
PAT___ TARGTLRAAGYKHGGWHD                                           
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.4  bits: 21.0 E():   41 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (3-55:381-433) 
 
                                           10        20        30   
PAT___                             NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
             40        50        60        70        80             
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD             
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.4  bits: 21.0 E():   41 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (3-55:381-433) 
 
                                           10        20        30   
PAT___                             NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
             40        50        60        70        80             
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD             
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (21-72:68-119) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (36-64:203-231) 
 
          10        20        30        40        50        60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
          70        80                                              
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PAT___ GTLRAAGYKHGGWHD                                              
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (16-54:250-285) 
 
                              10        20        30        40      
PAT___                NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
          50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
         ::.  ::                           
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY     
        280       290       300            
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.7 E():   44 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (36-64:203-231) 
 
          10        20        30        40        50        60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
          70        80                                              
PAT___ GTLRAAGYKHGGWHD                                              
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.8  bits: 20.3 E():   45 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (31-80:87-132) 
 
               10        20        30        40        50        60 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
               70        80                                         
PAT___ GYTARGTLRAAGYKHGGWHD                                         
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:91-116) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (22-45:92-117) 
 
                        10        20          30        40          
PAT___          NAYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD         
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (19-51:18-50) 
 
               10        20        30        40        50        60 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                         ::.  ..: . ::   .: .:....... . .:          
gi|313  RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGE 
                10        20        30        40        50          
 
               70        80                                         
PAT___ GYTARGTLRAAGYKHGGWHD                                         
                                                                    
gi|313 GCQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAV 
      60        70        80        90       100       110          
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (21-72:92-143) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (21-72:93-144) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.6 E():   50 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (27-56:3-32) 
 
               10        20        30        40        50        60 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                 :. .: ..   : ..: .. .::.. .:..     
gi|139                         MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLT 
                                       10        20        30       
 
               70        80                                         
PAT___ GYTARGTLRAAGYKHGGWHD                                         
                                                                    
gi|139 PEDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHD 
         40        50        60        70        80        90       
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 19.0 E():   50 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (10-28:138-156) 
 
                                    10        20        30          
PAT___                      NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
      40        50        60        70        80               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD               
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.4  bits: 20.6 E():   53 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (3-55:381-433) 
 
                                           10        20        30   
PAT___                             NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
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gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
             40        50        60        70        80             
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD             
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (21-52:238-268) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (58-70:106-118) 
 
        30        40        50        60        70        80        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD        
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 20.0 E():   58 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (15-39:222-246) 
 
                               10        20        30        40     
PAT___                 NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
           50        60        70        80                         
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                         
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (10-28:175-193) 
 
                                    10        20        30          
PAT___                      NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
      40        50        60        70        80               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD               
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (20-64:226-270) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
      50        60        70        80                              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHD                              
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 70.0  bits: 21.3 E():   63 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (37-74:160-196) 
 
         10        20        30        40        50        60       
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
         70        80                                               
PAT___ TLRAAGYKHGGWHD                                               
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (20-73:184-238) 
 
                          10        20        30        40          
PAT___            NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
      50           60        70        80                           
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHD                           
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:118-134) 
 
          10        20        30        40        50        60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
          70        80                                              
PAT___ GTLRAAGYKHGGWHD                                              
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (36-68:116-149) 
 
          10        20        30        40        50         60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
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          90       100       110       120       130       140      
 
           70        80                                             
PAT___ RGTLRAAGYKHGGWHD                                             
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (36-68:119-152) 
 
          10        20        30        40        50         60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
           70        80                                             
PAT___ RGTLRAAGYKHGGWHD                                             
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (18-76:180-240) 
 
                            10        20        30        40        
PAT___              NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
        50        60          70        80                          
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHD                          
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (18-76:180-240) 
 
                            10        20        30        40        
PAT___              NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
        50        60          70        80                          
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHD                          
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (16-54:316-351) 
 
                              10        20        30        40      
PAT___                NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
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          50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
         ::   ::                           
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY     
            350       360       370        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.6 E():   72 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (21-72:76-127) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:154-170) 
 
          10        20        30        40        50        60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
          70        80                                              
PAT___ GTLRAAGYKHGGWHD                                              
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:154-170) 
 
          10        20        30        40        50        60      
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
          70        80                                              
PAT___ GTLRAAGYKHGGWHD                                              
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (6-49:117-159) 
 
                                        10        20        30      
PAT___                          NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
          40        50        60        70        80                
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
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>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (50-62:113-125) 
 
      20        30        40        50        60        70          
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
      80                          
PAT___ D                          
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (50-62:113-125) 
 
      20        30        40        50        60        70          
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
      80                          
PAT___ D                          
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (32-64:49-81) 
 
              10        20        30        40        50        60  
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
              70        80           
PAT___ YTARGTLRAAGYKHGGWHD           
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (9-30:124-147) 
 
                                     10          20        30       
PAT___                       NAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         40        50        60        70        80                 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                 
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (9-30:124-147) 
 
                                     10          20        30       
PAT___                       NAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
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gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         40        50        60        70        80                 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                 
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (9-30:124-147) 
 
                                     10          20        30       
PAT___                       NAYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
         40        50        60        70        80                 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                 
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (21-72:91-142) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               60        70        80                               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHD                               
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (33-66:24-57) 
 
             10        20        30        40        50        60   
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
             70        80                                       
PAT___ TARGTLRAAGYKHGGWHD                                       
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (36-68:162-195) 
 
          10        20        30        40        50         60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
           70        80                                             
PAT___ RGTLRAAGYKHGGWHD                                             
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
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             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (13-35:182-206) 
 
                                 10        20           30          
PAT___                   NAYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
      40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
                                                 
gi|162 PKTKVIPYVRYL                              
              220                                
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (14-40:11-36) 
 
               10        20        30        40        50        60 
PAT___ NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                    :.: .. : ::...  . . . :. ::                     
gi|184    MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLR 
                  10        20        30         40        50       
 
               70        80                                         
PAT___ GYTARGTLRAAGYKHGGWHD                                         
                                                                    
gi|184 GTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEE 
         60        70        80        90       100       110       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.9 E():   83 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (4-37:183-216) 
 
                                          10         20        30   
PAT___                            NAYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
             40        50        60        70        80             
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD             
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (44-52:32-40) 
 
            20        30        40        50        60        70    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
            80                                                      
PAT___ KHGGWHD                                                      
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (44-52:32-40) 
 
            20        30        40        50        60        70    
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PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
            80                                                      
PAT___ KHGGWHD                                                      
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (17-50:237-273) 
 
                             10        20        30        40       
PAT___               NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
            50        60        70        80                        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                        
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.3 E():   88 
Smith-Waterman score: 41; 35.3% identity (58.8% similar) in 17 aa overlap (62-78:147-163) 
 
              40        50        60        70        80            
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD            
                                     . :  : .: : . .::              
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.3 E():   88 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (46-52:9-15) 
 
          20        30        40        50        60        70      
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
          80                                                        
PAT___ GGWHD                                                        
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
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>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
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                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
PAT___                    NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
              50        60        70        80                      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD                      
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   93 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (14-38:30-54) 
 
                               10        20        30        40     
PAT___                 NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
           50        60        70        80      
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD      
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gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.6 E():   97 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (44-80:1-37) 
 
            20        30        40        50        60        70    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
            80      
PAT___ KHGGWHD      
         ::  :      
gi|999 LIGGLXDXXAIV 
               40   
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 44; 37.5% identity (70.8% similar) in 24 aa overlap (30-53:60-82) 
 
                10        20        30        40        50          
PAT___  NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:. .:  :: :: .       
gi|572 CNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGL-NDETYAADSV 
      30        40        50        60        70         80         
 
      60        70        80                                        
PAT___ LGYTARGTLRAAGYKHGGWHD                                        
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 38; 26.7% identity (80.0% similar) in 15 aa overlap (13-27:118-132) 
 
                                 10        20        30        40   
PAT___                   NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     ..: . ..:.:. .:                
gi|144 MMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGHMRCHMGMGTRVYE               
        90       100       110       120       130                  
 
             50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 41; 25.0% identity (43.8% similar) in 64 aa overlap (21-80:92-154) 
 
                         10        20        30        40        50 
PAT___           NAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
               60        70            80                           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHD                           
       .: .  :  :.  : :..   :     .: :  :                           
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Wed Jan 19 14:40:49 2011 done: Wed Jan 19 14:40:49 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 82  - 161 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32    12     8:==*= 
  34    57    21:======*============ 
  36    77    44:==============*=========== 
  38    58    73:====================    * 
  40    90   102:==============================   * 
  42    99   124:=================================        * 
  44   124   137:==========================================   * 
  46   105   140:===================================           * 
  48   178   134:============================================*=============== 
  50   115   122:======================================= * 
  52   130   107:===================================*======== 
  54    91    92:==============================* 
  56    72    77:======================== * 
  58    30    63:==========          * 
  60    55    51:================*== 
  62    27    41:=========    * 
  64    17    32:======    * 
  66    25    26:========* 
  68    24    20:======*= 
  70    11    16:==== * 
  72    23    12:===*==== 
  74    15    10:===*= 
  76    15     7:==*== 
  78     3     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     6     0:==        *====== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.40440.00315; mu= 8.0848 0.161 
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 mean_var=27.8684 6.631, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.242951 
 Kolmogorov-Smirnov  statistic: 0.0531 (N=28) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.4   0.021 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.6   0.071 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.6   0.075 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.6   0.077 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.9    0.12 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.9    0.12 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.52 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   62 25.4     1.5 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   62 25.4     1.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.6 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   58 24.1     1.6 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   58 24.1     1.8 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   58 24.1     1.8 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   57 23.7     2.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7     5.2 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.3 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.0     5.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.0     6.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     8.7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6     9.6 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6     9.6 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.9      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.6      15 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      16 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.6      20 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      23 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.9      24 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   50 21.2      24 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      24 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      25 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.6      27 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.6      27 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.6      27 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.9      28 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.5      29 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      29 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      31 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.9      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      31 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      32 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      32 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      34 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      42 
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gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      44 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      44 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.8      46 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.8      46 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      47 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      48 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.2      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.2      53 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      55 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      55 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      58 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      63 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      63 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      65 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      69 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      70 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      70 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      72 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      73 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      74 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      75 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      78 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      80 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      81 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      83 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      84 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   42 18.5      84 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      84 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.5      85 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      86 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      87 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      89 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      89 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      91 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      91 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      91 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      93 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   41 18.1      95 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      95 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 132.8  bits: 29.4 E(): 0.021 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (11-51:16-57) 
 
                    10        20        30        40         50     
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PAT___      AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ LHEALGYTARGTLRAAGYKHGGWHDV                                   
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 123.0  bits: 28.6 E(): 0.071 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (19-71:81-133) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.7  bits: 28.6 E(): 0.075 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (19-71:92-144) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.5  bits: 28.6 E(): 0.077 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (19-71:99-151) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.7  bits: 27.9 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (19-71:98-150) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
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        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.7  bits: 27.9 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (19-71:98-150) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.5  bits: 25.8 E(): 0.52 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (20-76:17-74) 
 
               10        20        30        40          50         
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEA 
                          : ..:   .::....: :::..::. .   : :    .. : 
gi|226    ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAA 
                  10        20        30         40        50       
 
       60        70        80                                       
PAT___ LGYTARGTLRAAGYKHGGWHDV                                       
       .  ...... ::. :  :                                           
gi|226 FTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGA 
         60        70        80        90       100       110       
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 99.3  bits: 25.4 E():  1.5 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (4-54:111-168) 
 
                                          10        20              
PAT___                            AYDWTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|556 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
         30        40        50        60        70        80       
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV       
          :  .. .:. ..:: . . :::...                                 
gi|556 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 99.3  bits: 25.4 E():  1.5 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (4-54:111-168) 
 
                                          10        20              
PAT___                            AYDWTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|193 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
         30        40        50        60        70        80       
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV       
          :  .. .:. ..:: . . :::...                                 
gi|193 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.8  bits: 24.4 E():  1.6 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (20-76:50-107) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2641



 

 

 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
        50        60        70        80                            
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                            
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 98.7  bits: 24.1 E():  1.6 
Smith-Waterman score: 58; 26.2% identity (46.2% similar) in 65 aa overlap (20-80:69-133) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
      50        60        70            80                          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDV                          
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 97.9  bits: 24.1 E():  1.8 
Smith-Waterman score: 58; 26.2% identity (46.2% similar) in 65 aa overlap (20-80:93-157) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
      50        60        70            80                          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDV                          
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 97.9  bits: 24.1 E():  1.8 
Smith-Waterman score: 58; 26.2% identity (46.2% similar) in 65 aa overlap (20-80:93-157) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
      50        60        70            80                          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDV                          
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
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 initn:  49 init1:  49 opt:  57  Z-score: 96.0  bits: 23.7 E():  2.3 
Smith-Waterman score: 57; 26.2% identity (46.2% similar) in 65 aa overlap (20-80:93-157) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
      50        60        70            80                          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDV                          
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.7  bits: 21.7 E():  5.2 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (18-50:3-35) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..:.. ::   .: .:....... . .:           
gi|226                MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGE 
                              10        20        30        40      
 
               70        80                                         
PAT___ YTARGTLRAAGYKHGGWHDV                                         
                                                                    
gi|226 SCREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQ 
          50        60        70        80        90       100      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.4  bits: 21.7 E():  5.3 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (38-69:70-105) 
 
        10        20        30        40         50         60      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
            70        80                                    
PAT___ RGTLRAAGYKHGGWHDV                                    
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.4  bits: 23.0 E():  5.4 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (37-77:67-113) 
 
         10        20        30        40        50                 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
      60        70        80                                        
PAT___ GYTARGTLRAAGYKHGGWHDV                                        
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 22.0 E():  6.3 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (5-21:32-48) 
 
                                         10        20        30     
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PAT___                           AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV               
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 21.6 E():  8.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (20-71:68-119) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.6  bits: 24.3 E():  9.9 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (29-80:481-539) 
 
                 10        20        30        40        50         
PAT___   AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
              60        70        80                                
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDV                                
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        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (13-46:97-129) 
 
                                 10        20        30        40   
PAT___                   AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
             50        60        70        80                       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                       
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 83.1  bits: 22.9 E():   12 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (13-79:183-242) 
 
                                 10        20        30        40   
PAT___                   AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
             50        60        70        80                       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                       
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (9-21:63-75) 
 
                                     10        20        30         
PAT___                       AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
       40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
                                                  
gi|387 TIPR                                       
                                                  
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.2  bits: 22.6 E():   15 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (13-79:183-242) 
 
                                 10        20        30        40   
PAT___                   AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
             50        60        70        80                       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                       
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
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gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (19-77:83-146) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
        50          60            70        80                      
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDV                      
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 20.2 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (20-71:69-120) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.7  bits: 17.9 E():   24 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (72-77:45-50) 
 
              50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
                                     :..:::    
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG   
           20        30        40        50    
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 50; 26.1% identity (48.9% similar) in 88 aa overlap (1-76:282-367) 
 
                                             10        20           
PAT___                               AYDWTVESTVYVSHRHQRLGLGSTLYTHL- 
                                     :  : :.  .: .:  :    :: .:..   

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2646



 

 

gi|766 SAAGSNLKKVTLELGGKSPNIVFADADLDEAIHW-VNFGIYFNH-GQACCAGSRIYVQEE 
             260       270       280        290        300          
 
      30        40                50           60        70         
PAT___ LKSMEAQGFKSVVA--VIGLP------NDPSV---RLHEALGYTARGTLRAAGYKHGGWH 
       . .   : ::  .:  ..: :      . :.:   .. . .::  .:   .:  . ::   
gi|766 IYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSGATIETGGNR 
     310       320       330       340       350       360          
 
       80                                                           
PAT___ DV                                                           
                                                                    
gi|766 KGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTTYGLAAAVHT 
     370       380       390       400       410       420          
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (21-73:92-138) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
       50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (23-57:128-168) 
 
                       10        20        30              40       
PAT___         AYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
         50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
       : .:  : : .                        
gi|292 LHKDQIVVLSDDDRCQGSRD               
       160       170                      
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (23-57:130-170) 
 
                       10        20        30              40       
PAT___         AYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
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     100       110       120       130       140       150          
 
         50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
       : .:  : : .                        
gi|292 LHKDQIVVLSDDDRCQGSRD               
     160       170                        
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (23-57:131-171) 
 
                       10        20        30              40       
PAT___         AYDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
         50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
       : .:  : : .                        
gi|312 LHKDQIVVLSDDDRCQGSRD               
              170       180               
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (20-71:29-80) 
 
                        10        20        30        40         50 
PAT___          AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
               60        70        80                               
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDV                               
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.9 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (31-59:271-299) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
               70        80                                         
PAT___ YTARGTLRAAGYKHGGWHDV                                         
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (11-75:95-169) 
 
                                   10        20          30         
PAT___                     AYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
         40              50        60        70        80           
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV           
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
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gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (11-75:95-169) 
 
                                   10        20          30         
PAT___                     AYDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
         40              50        60        70        80           
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV           
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (7-65:61-124) 
 
                                       10             20        30  
PAT___                         AYDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
              40         50        60        70        80           
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV           
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (7-49:61-109) 
 
                                       10        20        30       
PAT___                         AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
            40           50        60        70        80           
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV           
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (20-71:57-108) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
          . :   :   .: .   : :                                      
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gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (20-45:50-75) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (20-71:80-131) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (31-59:270-298) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
               70        80                                         
PAT___ YTARGTLRAAGYKHGGWHDV                                         
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.9 E():   31 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (9-27:174-192) 
 
                                     10        20        30         
PAT___                       AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
       40        50        60        70        80              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV              
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.5  bits: 19.9 E():   32 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (9-39:175-199) 
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                                     10        20        30         
PAT___                       AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
       40        50        60        70        80                   
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                   
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (32-53:98-119) 
 
              10        20        30        40        50        60  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
              70        80                                          
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PAT___ TARGTLRAAGYKHGGWHDV                                          
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.5 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (32-53:99-120) 
 
              10        20        30        40        50        60  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
              70        80                                          
PAT___ TARGTLRAAGYKHGGWHDV                                          
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (32-76:17-69) 
 
              10        20        30        40        50            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
       60             70        80                                  
PAT___ LG-----YTARGTLRAAGYKHGGWHDV                                  
        :       . :. . :.   ::                                      
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (15-53:187-222) 
 
                               10        20        30        40     
PAT___                 AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
           50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
         ::.  ::                            
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY      
           220       230       240          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (35-67:12-45) 
 
           10        20        30        40         50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
            70        80                                            
PAT___ RGTLRAAGYKHGGWHDV                                            
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.8  bits: 20.5 E():   39 
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Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (20-70:255-310) 
 
                          10        20        30             40     
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
           50        60        70        80                         
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                         
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (38-52:11-25) 
 
        10        20        30        40        50        60        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
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        70        80                                                
PAT___ RAAGYKHGGWHDV                                                
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (38-52:11-25) 
 
        10        20        30        40        50        60        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
        70        80                                                
PAT___ RAAGYKHGGWHDV                                                
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (32-76:17-69) 
 
              10        20        30        40        50            
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
       60             70        80                                  
PAT___ LG-----YTARGTLRAAGYKHGGWHDV                                  
        :       . :. . :.   ::                                      
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (34-64:35-67) 
 
            10        20        30        40           50        60 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               70        80                              
PAT___ YTARGTLRAAGYKHGGWHDV                              
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (34-64:35-67) 
 
            10        20        30        40           50        60 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               70        80                              
PAT___ YTARGTLRAAGYKHGGWHDV                              
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (20-58:35-72) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.8  bits: 20.5 E():   44 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (29-52:104-126) 
 
                 10        20        30        40        50         
PAT___   AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
       60        70        80                                       
PAT___ LGYTARGTLRAAGYKHGGWHDV                                       
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (32-50:44-62) 
 
              10        20        30        40        50        60  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
              70        80                                          
PAT___ TARGTLRAAGYKHGGWHDV                                          
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.5  bits: 20.8 E():   46 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (2-54:381-433) 
 
                                            10        20        30  
PAT___                              AYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
              40        50        60        70        80            
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV            
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.5  bits: 20.8 E():   46 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (2-54:381-433) 
 
                                            10        20        30  
PAT___                              AYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
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gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
              40        50        60        70        80            
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV            
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (20-71:68-119) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (35-63:203-231) 
 
           10        20        30        40        50        60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
           70        80                                             
PAT___ GTLRAAGYKHGGWHDV                                             
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (15-53:250-285) 
 
                               10        20        30        40     
PAT___                 AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
           50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
         ::.  ::                            
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY      
        280       290       300             
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (35-63:203-231) 
 
           10        20        30        40        50        60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
           70        80                                             
PAT___ GTLRAAGYKHGGWHDV                                             
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
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            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:91-116) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 20.2 E():   49 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (30-79:87-132) 
 
                10        20        30        40        50          
PAT___  AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
      60        70        80                                        
PAT___ GYTARGTLRAAGYKHGGWHDV                                        
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
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PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (21-44:92-117) 
 
                         10        20          30        40         
PAT___           AYDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV        
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gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (18-50:18-50) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ YTARGTLRAAGYKHGGWHDV                                         
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (20-71:92-143) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (20-71:93-144) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (9-27:138-156) 
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                                     10        20        30         
PAT___                       AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
       40        50        60        70        80              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV              
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (26-55:3-32) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                :. .: ..   : ..: .. .::.. .:..      
gi|139                        MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTP 
                                      10        20        30        
 
               70        80                                         
PAT___ YTARGTLRAAGYKHGGWHDV                                         
                                                                    
gi|139 EDTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDN 
        40        50        60        70        80        90        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 20.5 E():   58 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (2-54:381-433) 
 
                                            10        20        30  
PAT___                              AYDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
              40        50        60        70        80            
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV            
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (20-51:238-268) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (57-69:106-118) 
 
         30        40        50        60        70        80       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV       
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
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gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (14-38:222-246) 
 
                                10        20        30        40    
PAT___                  AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
            50        60        70        80                        
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                        
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (9-27:175-193) 
 
                                     10        20        30         
PAT___                       AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
       40        50        60        70        80              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV              
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (19-63:226-270) 
 
                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
       50        60        70        80                             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                             
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.2  bits: 21.1 E():   70 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (36-73:160-196) 
 
          10        20        30        40        50        60      
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
          70        80                                              
PAT___ TLRAAGYKHGGWHDV                                              
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (19-72:184-238) 
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                           10        20        30        40         
PAT___             AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
       50           60        70        80                          
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDV                          
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:118-134) 
 
           10        20        30        40        50        60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
           70        80                                             
PAT___ GTLRAAGYKHGGWHDV                                             
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (35-67:116-149) 
 
           10        20        30        40         50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
            70        80                                            
PAT___ RGTLRAAGYKHGGWHDV                                            
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (35-67:119-152) 
 
           10        20        30        40         50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
            70        80                                            
PAT___ RGTLRAAGYKHGGWHDV                                            
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (17-75:180-240) 
 
                             10        20        30        40       
PAT___               AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
         50        60          70        80                         
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PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDV                         
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (17-75:180-240) 
 
                             10        20        30        40       
PAT___               AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
         50        60          70        80                         
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDV                         
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (15-53:316-351) 
 
                               10        20        30        40     
PAT___                 AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
           50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
         ::   ::                            
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY      
            350       360       370         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.5 E():   78 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (20-71:76-127) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (57-80:66-87) 
 
         30        40        50        60        70        80       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV       
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
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>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (57-80:66-87) 
 
         30        40        50        60        70        80       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV       
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:154-170) 
 
           10        20        30        40        50        60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
           70        80                                             
PAT___ GTLRAAGYKHGGWHDV                                             
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:154-170) 
 
           10        20        30        40        50        60     
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
           70        80                                             
PAT___ GTLRAAGYKHGGWHDV                                             
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (5-48:117-159) 
 
                                         10        20        30     
PAT___                           AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
           40        50        60        70        80               
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV               
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (49-61:113-125) 
 
       20        30        40        50        60        70         
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
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       80                         
PAT___ DV                         
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (49-61:113-125) 
 
       20        30        40        50        60        70         
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
       80                         
PAT___ DV                         
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 24.6% identity (44.6% similar) in 65 aa overlap (20-80:92-155) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
      50        60        70            80                          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDV                          
       .: .  :  :.  : :..   :     .: :  :.                          
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (31-63:49-81) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
               70        80          
PAT___ YTARGTLRAAGYKHGGWHDV          
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (8-29:124-147) 
 
                                      10          20        30      
PAT___                        AYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          40        50        60        70        80                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                
                                                                    

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2665



 

 

gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (20-71:91-142) 
 
                          10        20        30        40          
PAT___            AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      50        60        70        80                              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDV                              
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (8-29:124-147) 
 
                                      10          20        30      
PAT___                        AYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          40        50        60        70        80                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (8-29:124-147) 
 
                                      10          20        30      
PAT___                        AYDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
          40        50        60        70        80                
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (32-65:24-57) 
 
              10        20        30        40        50        60  
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
              70        80                                      
PAT___ TARGTLRAAGYKHGGWHDV                                      
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (35-67:162-195) 
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           10        20        30        40         50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
            70        80                                            
PAT___ RGTLRAAGYKHGGWHDV                                            
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (12-34:182-206) 
 
                                  10        20           30         
PAT___                    AYDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
       40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
                                                  
gi|162 PKTKVIPYVRYL                               
              220                                 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.8 E():   89 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (13-39:11-36) 
 
               10        20        30        40        50        60 
PAT___ AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                   :.: .. : ::...  . . . :. ::                      
gi|184   MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRG 
                 10        20        30         40        50        
 
               70        80                                         
PAT___ YTARGTLRAAGYKHGGWHDV                                         
                                                                    
gi|184 TFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEG 
        60        70        80        90       100       110        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (43-51:32-40) 
 
             20        30        40        50        60        70   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
             80                                                     
PAT___ KHGGWHDV                                                     
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.1  bits: 19.8 E():   91 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (3-36:183-216) 
 
                                           10         20        30  
PAT___                             AYDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
              40        50        60        70        80            
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PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV            
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (43-51:32-40) 
 
             20        30        40        50        60        70   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
             80                                                     
PAT___ KHGGWHDV                                                     
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (16-49:237-273) 
 
                              10        20        30        40      
PAT___                AYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
             50        60        70        80                       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV                       
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 41; 35.3% identity (58.8% similar) in 17 aa overlap (61-77:147-163) 
 
               40        50        60        70        80           
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV           
                                     . :  : .: : . .::              
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (45-51:9-15) 
 
           20        30        40        50        60        70     
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
           80                                                       
PAT___ GGWHDV                                                       
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
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 start: Wed Jan 19 14:40:49 2011 done: Wed Jan 19 14:40:50 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 83  - 162 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32    13     8:==*== 
  34    61    21:======*============== 
  36    72    44:==============*========= 
  38    62    73:=====================+   * 
  40    91   102:===============================  * 
  42    98   124:=================================        * 
  44   120   137:========================================     * 
  46   103   140:===================================           * 
  48   175   134:============================================*============== 
  50   113   122:======================================  * 
  52   125   107:===================================*====== 
  54    96    92:==============================*= 
  56    74    77:=========================* 
  58    34    63:============        * 
  60    57    51:================*== 
  62    26    41:=========    * 
  64    18    32:======    * 
  66    24    26:========* 
  68    25    20:======*== 
  70    11    16:==== * 
  72    24    12:===*==== 
  74    15    10:===*= 
  76    14     7:==*== 
  78     3     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     6     0:==        *====== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.38360.00316; mu= 8.2115 0.162 
 mean_var=27.8565 6.618, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2669



 

 

 Lambda= 0.243003 
 Kolmogorov-Smirnov  statistic: 0.0524 (N=28) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.4   0.021 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.6   0.072 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.6   0.075 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.6   0.077 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.9    0.12 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.9    0.12 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.53 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   62 25.4     1.5 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   62 25.4     1.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.6 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   58 24.1     1.6 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   58 24.1     1.8 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   58 24.1     1.8 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   57 23.7     2.3 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7     5.2 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.3 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.0     5.4 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.0     6.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     8.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6     9.6 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6     9.7 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.9      12 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.6      15 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      16 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.6      20 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      23 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.9      24 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      24 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      25 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.6      27 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.6      27 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      27 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.6      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.9      28 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.5      29 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      31 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.9      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      32 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      32 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      32 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      34 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      44 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2670



 

 

gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      44 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      45 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.8      46 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.8      46 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      47 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      48 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      49 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.2      49 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   47 20.2      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.2      53 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      55 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      55 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.5      58 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      63 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      64 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      65 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      69 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      70 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      72 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      73 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      74 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      75 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   42 18.5      75 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      79 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      80 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      81 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      81 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.5      83 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   42 18.5      84 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      84 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      85 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.5      85 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      86 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      87 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      89 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      89 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.8      90 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      91 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      92 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      93 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.1      95 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 132.7  bits: 29.4 E(): 0.021 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (10-50:16-57) 
 
                     10        20        30        40         50    
PAT___       YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2671



 

 

                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVG                                  
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 123.0  bits: 28.6 E(): 0.072 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (18-70:81-133) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.7  bits: 28.6 E(): 0.075 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (18-70:92-144) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.5  bits: 28.6 E(): 0.077 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (18-70:99-151) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.7  bits: 27.9 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (18-70:98-150) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
        .: .  :  :. :: :..   :                                      
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gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.7  bits: 27.9 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (18-70:98-150) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.5  bits: 25.8 E(): 0.53 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (19-75:17-74) 
 
               10        20        30        40          50         
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEAL 
                         : ..:   .::....: :::..::. .   : :    .. :. 
gi|226   ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAF 
                 10        20        30         40        50        
 
       60        70        80                                       
PAT___ GYTARGTLRAAGYKHGGWHDVG                                       
         ...... ::. :  :                                            
gi|226 TASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGAL 
        60        70        80        90       100       110        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 99.3  bits: 25.4 E():  1.5 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (3-53:111-168) 
 
                                           10        20             
PAT___                             YDWTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|556 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
          30        40        50        60        70        80      
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG      
          :  .. .:. ..:: . . :::...                                 
gi|556 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 99.3  bits: 25.4 E():  1.5 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (3-53:111-168) 
 
                                           10        20             
PAT___                             YDWTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|193 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
          30        40        50        60        70        80      
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG      
          :  .. .:. ..:: . . :::...                                 
gi|193 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.8  bits: 24.4 E():  1.6 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (19-75:50-107) 
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                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
         50        60        70        80                           
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                           
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 98.6  bits: 24.1 E():  1.6 
Smith-Waterman score: 58; 26.2% identity (46.2% similar) in 65 aa overlap (19-79:69-133) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
       50        60        70            80                         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVG                         
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 97.9  bits: 24.1 E():  1.8 
Smith-Waterman score: 58; 26.2% identity (46.2% similar) in 65 aa overlap (19-79:93-157) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
       50        60        70            80                         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVG                         
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 97.9  bits: 24.1 E():  1.8 
Smith-Waterman score: 58; 26.2% identity (46.2% similar) in 65 aa overlap (19-79:93-157) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
       50        60        70            80                         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVG                         
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 96.0  bits: 23.7 E():  2.3 
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Smith-Waterman score: 57; 26.2% identity (46.2% similar) in 65 aa overlap (19-79:93-157) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
       50        60        70            80                         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVG                         
       .: .  :  :.  : :.:   :     .: :  ::                          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (17-49:3-35) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                       ::.  ..:.. ::   .: .:....... . .:            
gi|226               MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGES 
                             10        20        30        40       
 
               70        80                                         
PAT___ TARGTLRAAGYKHGGWHDVG                                         
                                                                    
gi|226 CREQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQA 
         50        60        70        80        90       100       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.4  bits: 21.7 E():  5.3 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (37-68:70-105) 
 
         10        20        30        40         50           60   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
             70        80                                   
PAT___ RGTLRAAGYKHGGWHDVG                                   
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.4  bits: 23.0 E():  5.4 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (36-76:67-113) 
 
          10        20        30        40        50                
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
       60        70        80                                       
PAT___ GYTARGTLRAAGYKHGGWHDVG                                       
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 22.0 E():  6.3 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (4-20:32-48) 
 
                                          10        20        30    
PAT___                            YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
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                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG              
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 21.6 E():  8.8 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (19-70:68-119) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.6  bits: 24.3 E():  9.9 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (28-79:481-539) 
 
                  10        20        30        40        50        
PAT___    YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
               60        70        80                               
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVG                               
        . . :..   :: .     .:.::   .                                
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gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (12-45:97-129) 
 
                                  10        20        30        40  
PAT___                    YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
              50        60        70        80                      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                      
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 83.1  bits: 22.9 E():   12 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (12-78:183-242) 
 
                                  10        20        30        40  
PAT___                    YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
              50        60        70        80                      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                      
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (8-20:63-75) 
 
                                      10        20        30        
PAT___                        YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
        40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
                                                   
gi|387 TIPR                                        
                                                   
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.2  bits: 22.6 E():   15 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (12-78:183-242) 
 
                                  10        20        30        40  
PAT___                    YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
              50        60        70        80                      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                      
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
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         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (18-76:83-146) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
           50        60            70        80                     
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVG                     
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 20.2 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (19-70:69-120) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.6  bits: 17.9 E():   24 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (71-76:45-50) 
 
               50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
                                     :..:::     
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG    
           20        30        40        50     
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (20-72:92-138) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
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              70        80        90       100       110            
 
        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG               
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (22-56:128-168) 
 
                        10        20         30             40      
PAT___          YDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
          50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
       : .:  : : .                         
gi|292 LHKDQIVVLSDDDRCQGSRD                
       160       170                       
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (22-56:130-170) 
 
                        10        20         30             40      
PAT___          YDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
          50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
       : .:  : : .                         
gi|292 LHKDQIVVLSDDDRCQGSRD                
     160       170                         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (19-70:29-80) 
 
                         10        20        30        40           
PAT___           YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
      50        60        70        80                              
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVG                              
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
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>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (22-56:131-171) 
 
                        10        20         30             40      
PAT___          YDWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
          50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
       : .:  : : .                         
gi|312 LHKDQIVVLSDDDRCQGSRD                
              170       180                
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.9 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (30-58:271-299) 
 
                10        20        30        40        50          
PAT___  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
      60        70        80                                        
PAT___ YTARGTLRAAGYKHGGWHDVG                                        
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (10-74:95-169) 
 
                                    10        20          30        
PAT___                      YDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
          40              50        60        70        80          
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG          
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (10-74:95-169) 
 
                                    10        20          30        
PAT___                      YDWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
          40              50        60        70        80          
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG          
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
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>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (6-64:61-124) 
 
                                        10             20        30 
PAT___                          YDWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
               40         50        60        70        80          
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG          
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (6-48:61-109) 
 
                                        10        20        30      
PAT___                          YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
             40           50        60        70        80          
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG          
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (19-70:57-108) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (19-44:50-75) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (19-70:80-131) 
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                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (30-58:270-298) 
 
                10        20        30        40        50          
PAT___  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
      60        70        80                                        
PAT___ YTARGTLRAAGYKHGGWHDVG                                        
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.9 E():   32 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (8-26:174-192) 
 
                                      10        20        30        
PAT___                        YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
        40        50        60        70        80             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG             
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (8-38:175-199) 
 
                                      10        20        30        
PAT___                        YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
        40        50        60        70        80                  
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                  
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
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PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.5 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (31-52:98-119) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
               70        80                                         
PAT___ TARGTLRAAGYKHGGWHDVG                                         
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.5 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (31-52:99-120) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
               70        80                                         
PAT___ TARGTLRAAGYKHGGWHDVG                                         
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.9  bits: 18.6 E():   34 
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Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (31-75:17-69) 
 
               10        20        30        40        50           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|117               MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
             60        70        80                                 
PAT___ LG-----YTARGTLRAAGYKHGGWHDVG                                 
        :       . :. . :.   ::                                      
gi|117 EGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.0  bits: 19.5 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (14-52:187-222) 
 
                                10        20        30        40    
PAT___                  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
            50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
         ::.  ::                             
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY       
           220       230       240           
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.5 E():   38 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (34-66:12-45) 
 
            10        20        30        40         50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
             70        80                                           
PAT___ RGTLRAAGYKHGGWHDVG                                           
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.9  bits: 20.5 E():   39 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (19-69:255-310) 
 
                           10        20        30             40    
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
            50        60        70        80                        
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                        
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (37-51:11-25) 
 
         10        20        30        40        50        60       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
         70        80                                               
PAT___ RAAGYKHGGWHDVG                                               
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (37-51:11-25) 
 
         10        20        30        40        50        60       
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
         70        80                                               
PAT___ RAAGYKHGGWHDVG                                               
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
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>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (31-75:17-69) 
 
               10        20        30        40        50           
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEA 
                                     :  :. .:.:.. .:.  :    :  :.:  
gi|215               MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKEL 
                             10        20        30        40       
 
             60        70        80                                 
PAT___ LG-----YTARGTLRAAGYKHGGWHDVG                                 
        :       . :. . :.   ::                                      
gi|215 EGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMG 
         50        60        70        80        90       100       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (33-63:35-67) 
 
             10        20        30        40           50          
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      60        70        80                             
PAT___ YTARGTLRAAGYKHGGWHDVG                             
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (33-63:35-67) 
 
             10        20        30        40           50          
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      60        70        80                             
PAT___ YTARGTLRAAGYKHGGWHDVG                             
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (19-57:35-72) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.8  bits: 20.5 E():   44 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (28-51:104-126) 
 
                  10        20        30        40        50        
PAT___    YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
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gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
        60        70        80                                      
PAT___ LGYTARGTLRAAGYKHGGWHDVG                                      
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.2 E():   45 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (31-49:44-62) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
               70        80                                         
PAT___ TARGTLRAAGYKHGGWHDVG                                         
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (1-53:381-433) 
 
                                             10        20        30 
PAT___                               YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
               40        50        60        70        80           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG           
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 49; 18.9% identity (56.6% similar) in 53 aa overlap (1-53:381-433) 
 
                                             10        20        30 
PAT___                               YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  ...  .. :  :..:... :  
gi|238 LYVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALY 
              360       370       380       390       400       410 
 
               40        50        60        70        80           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG           
       .. . :  .     .  .:: ..                                      
gi|238 QVATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (19-70:68-119) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (34-62:203-231) 
 
            10        20        30        40        50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
            70        80                                            
PAT___ GTLRAAGYKHGGWHDVG                                            
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (14-52:250-285) 
 
                                10        20        30        40    
PAT___                  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
            50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
         ::.  ::                             
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY       
        280       290       300              
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (34-62:203-231) 
 
            10        20        30        40        50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
            70        80                                            
PAT___ GTLRAAGYKHGGWHDVG                                            
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 20.2 E():   49 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (29-78:87-132) 
 
                 10        20        30        40        50         
PAT___   YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
       60        70        80                                       
PAT___ GYTARGTLRAAGYKHGGWHDVG                                       
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 20.2 E():   49 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (40-78:98-133) 
 
      10        20        30        40        50        60          
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PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY-TARGTLRA 
                                     ..:: .: :  .  . . .   .: : ::  
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGKAFSMAKNVDVPAAAGCLRY 
        70        80        90       100       110       120        
 
       70        80                                                 
PAT___ AGYKHGGWHDVG                                                 
           .::: :                                                   
gi|766 ----YGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIATGN 
           130       140       150       160       170       180    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:91-116) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
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gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (20-43:92-117) 
 
                          10        20          30        40        
PAT___            YDWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG       
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (17-49:18-50) 
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                10        20        30        40        50          
PAT___  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ YTARGTLRAAGYKHGGWHDVG                                        
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (19-70:92-143) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (19-70:93-144) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.5 E():   55 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (25-54:3-32) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                               :. .: ..   : ..: .. .::.. .:..       
gi|139                       MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPE 
                                     10        20        30         
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               70        80                                         
PAT___ TARGTLRAAGYKHGGWHDVG                                         
                                                                    
gi|139 DTIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNS 
       40        50        60        70        80        90         
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (8-26:138-156) 
 
                                      10        20        30        
PAT___                        YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
        40        50        60        70        80             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG             
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 20.5 E():   58 
Smith-Waterman score: 48; 20.8% identity (56.6% similar) in 53 aa overlap (1-53:381-433) 
 
                                             10        20        30 
PAT___                               YDWTVESTVYVSHRHQRLGLGSTLYTHLLK 
                                     .: .: :  .:.  .. :  :..:... :  
gi|219 LYVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALF 
              360       370       380       390       400       410 
 
               40        50        60        70        80           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG           
       .. . :  .     .  .:: ..                                      
gi|219 QVATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPL 
              420       430       440       450       460       470 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (19-50:238-268) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (56-68:106-118) 
 
          30        40        50        60        70        80      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG      
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (13-37:222-246) 
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                                 10        20        30        40   
PAT___                   YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
             50        60        70        80                       
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                       
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (8-26:175-193) 
 
                                      10        20        30        
PAT___                        YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
        40        50        60        70        80             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG             
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 19.2 E():   69 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (18-62:226-270) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
        50        60        70        80                            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                            
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.2  bits: 21.1 E():   69 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (35-72:160-196) 
 
           10        20        30        40        50        60     
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
           70        80                                             
PAT___ TLRAAGYKHGGWHDVG                                             
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (18-71:184-238) 
 
                            10        20        30        40        
PAT___              YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
          50         60        70        80                         
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PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVG                         
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:118-134) 
 
            10        20        30        40        50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
            70        80                                            
PAT___ GTLRAAGYKHGGWHDVG                                            
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (34-66:116-149) 
 
            10        20        30        40         50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
             70        80                                           
PAT___ RGTLRAAGYKHGGWHDVG                                           
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (34-66:119-152) 
 
            10        20        30        40         50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
             70        80                                           
PAT___ RGTLRAAGYKHGGWHDVG                                           
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (16-74:180-240) 
 
                              10        20        30        40      
PAT___                YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
          50          60        70        80                        
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVG                        
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
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>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (16-74:180-240) 
 
                              10        20        30        40      
PAT___                YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
          50          60        70        80                        
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVG                        
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (14-52:316-351) 
 
                                10        20        30        40    
PAT___                  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
            50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
         ::   ::                             
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY       
            350       360       370          
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 42; 33.3% identity (57.1% similar) in 21 aa overlap (60-80:147-167) 
 
      30        40        50        60        70        80          
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG          
                                     . :  : .: : . .::  .:          
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (19-70:76-127) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (56-79:66-87) 
 
          30        40        50        60        70        80      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG      
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                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (56-79:66-87) 
 
          30        40        50        60        70        80      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG      
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:154-170) 
 
            10        20        30        40        50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
            70        80                                            
PAT___ GTLRAAGYKHGGWHDVG                                            
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:154-170) 
 
            10        20        30        40        50        60    
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
            70        80                                            
PAT___ GTLRAAGYKHGGWHDVG                                            
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (4-47:117-159) 
 
                                          10        20        30    
PAT___                            YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
            40        50        60        70        80              
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG              
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 24.6% identity (44.6% similar) in 65 aa overlap (19-79:92-155) 
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                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
       50        60        70            80                         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVG                         
       .: .  :  :.  : :..   :     .: :  :.                          
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (48-60:113-125) 
 
        20        30        40        50        60        70        
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
        80                        
PAT___ DVG                        
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (48-60:113-125) 
 
        20        30        40        50        60        70        
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
        80                        
PAT___ DVG                        
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (30-62:49-81) 
 
                10        20        30        40        50          
PAT___  YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
      60        70        80         
PAT___ YTARGTLRAAGYKHGGWHDVG         
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (7-28:124-147) 
 
                                       10          20        30     
PAT___                         YDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
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gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           40        50        60        70        80               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG               
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (19-70:91-142) 
 
                           10        20        30        40         
PAT___             YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       50        60        70        80                             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                             
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (7-28:124-147) 
 
                                       10          20        30     
PAT___                         YDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           40        50        60        70        80               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG               
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (7-28:124-147) 
 
                                       10          20        30     
PAT___                         YDWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
           40        50        60        70        80               
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG               
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (31-64:24-57) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.: . : . :.. :   : . .. : :   
gi|207        MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDR 
                      10        20        30        40        50    
 
               70        80                                     
PAT___ TARGTLRAAGYKHGGWHDVG                                     
          :                                                     
gi|207 DKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
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            60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (34-66:162-195) 
 
            10        20        30        40         50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
             70        80                                           
PAT___ RGTLRAAGYKHGGWHDVG                                           
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (11-33:182-206) 
 
                                   10        20           30        
PAT___                     YDWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
        40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
                                                   
gi|162 PKTKVIPYVRYL                                
              220                                  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (12-38:11-36) 
 
               10        20        30        40        50        60 
PAT___ YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                  :.: .. : ::...  . . . :. ::                       
gi|184  MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGT 
                10        20        30         40        50         
 
               70        80                                         
PAT___ TARGTLRAAGYKHGGWHDVG                                         
                                                                    
gi|184 FDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGN 
       60        70        80        90       100       110         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.1  bits: 19.8 E():   90 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (2-35:183-216) 
 
                                            10         20        30 
PAT___                              YDWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
               40        50        60        70        80           
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG           
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (42-50:32-40) 
 
              20        30        40        50        60        70  
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PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
              80                                                    
PAT___ KHGGWHDVG                                                    
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (42-50:32-40) 
 
              20        30        40        50        60        70  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
              80                                                    
PAT___ KHGGWHDVG                                                    
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (15-48:237-273) 
 
                               10        20        30           40  
PAT___                 YDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
              50        60        70        80                      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG                      
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (44-50:9-15) 
 
            20        30        40        50        60        70    
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
            80                                                      
PAT___ GGWHDVG                                                      
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:50 2011 done: Wed Jan 19 14:40:50 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 84  - 163 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32     9     8:==* 
  34    49    21:======*========== 
  36    90    44:==============*=============== 
  38    63    73:=====================   * 
  40    86   102:=============================    * 
  42    88   124:==============================           * 
  44   107   137:====================================         * 
  46   107   140:====================================          * 
  48   173   134:============================================*============= 
  50   119   122:========================================* 
  52   128   107:===================================*======= 
  54    99    92:==============================*== 
  56    82    77:=========================*== 
  58    34    63:============        * 
  60    56    51:================*== 
  62    28    41:==========   * 
  64    19    32:=======   * 
  66    27    26:========* 
  68    25    20:======*== 
  70    12    16:==== * 
  72    21    12:===*=== 
  74    16    10:===*== 
  76    13     7:==*== 
  78     3     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.52930.00314; mu= 7.3009 0.161 
 mean_var=28.6870 6.988, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.239459 
 Kolmogorov-Smirnov  statistic: 0.0538 (N=28) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
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The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.3   0.023 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.5    0.08 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.5   0.084 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.5   0.086 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.8    0.14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.8    0.14 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.7    0.53 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.7    0.57 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.7    0.58 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.7    0.58 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.4    0.74 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   62 25.3     1.6 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   62 25.3     1.6 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.3     1.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.6     5.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.6 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     9.1 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6      10 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.1      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.2      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.8      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.5      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.8      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.5      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.0      23 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      24 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      25 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      26 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      26 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      27 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      28 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      28 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   48 20.5      30 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      31 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.8      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      32 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.8      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.8      33 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.8      33 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.8      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      34 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      34 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      34 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      45 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      45 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      46 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      48 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      49 
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gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      51 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   47 20.1      51 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      53 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      53 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.2      54 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      57 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      60 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      63 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      65 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      66 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      66 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      70 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      71 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      73 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      74 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      75 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      75 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      77 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   47 20.1      77 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   47 20.1      77 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      79 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      82 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      82 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      83 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      83 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      83 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      84 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      85 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      85 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      86 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      86 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.5      86 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      86 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      88 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      89 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      89 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      90 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      91 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      94 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   46 19.7      94 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      95 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   46 19.7      97 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      98 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.6      99 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5   1e 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5   1e 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5   1e 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5   1e 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5   1e 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5   1e 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5   1e 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5   1e 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5   1e 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
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 initn:  70 init1:  70 opt:  73  Z-score: 131.9  bits: 29.3 E(): 0.023 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (9-49:16-57) 
 
                      10        20        30        40         50   
PAT___        DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGF                                 
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.2  bits: 28.5 E(): 0.08 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (17-69:81-133) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.8  bits: 28.5 E(): 0.084 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (17-69:92-144) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.6  bits: 28.5 E(): 0.086 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (17-69:99-151) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.9  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (17-69:98-150) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
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        70        80        90       100       110       120        
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.9  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (17-69:98-150) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.5  bits: 25.7 E(): 0.53 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (18-80:69-135) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
        50        60        70            80                        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGF                        
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 106.8  bits: 25.7 E(): 0.57 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (18-74:17-74) 
 
               10        20        30        40          50         
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALG 
                        : ..:   .::....: :::..::. .   : :    .. :.  
gi|226  ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFT 
                10        20        30         40        50         
 
       60        70        80                                       
PAT___ YTARGTLRAAGYKHGGWHDVGF                                       
        ...... ::. :  :                                             
gi|226 ASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALE 
       60        70        80        90       100       110         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.7  bits: 25.7 E(): 0.58 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (18-80:93-159) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
        50        60        70            80                        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGF                        
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       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.7  bits: 25.7 E(): 0.58 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (18-80:93-159) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
        50        60        70            80                        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGF                        
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.8  bits: 25.4 E(): 0.74 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (18-80:93-159) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
        50        60        70            80                        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGF                        
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 98.6  bits: 25.3 E():  1.6 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (2-52:111-168) 
 
                                            10        20            
PAT___                              DWTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|556 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
           30        40        50        60        70        80     
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF     
          :  .. .:. ..:: . . :::...                                 
gi|556 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 98.6  bits: 25.3 E():  1.6 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (2-52:111-168) 
 
                                            10        20            
PAT___                              DWTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|193 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
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           30        40        50        60        70        80     
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF     
          :  .. .:. ..:: . . :::...                                 
gi|193 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.3  bits: 24.3 E():  1.7 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (18-74:50-107) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
          50        60        70        80                          
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                          
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.4  bits: 21.6 E():  5.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (16-48:3-35) 
 
               10        20        30        40        50        60 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                      ::.  ..:.. ::   .: .:....... . .:             
gi|226              MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESC 
                            10        20        30        40        
 
               70        80                                         
PAT___ ARGTLRAAGYKHGGWHDVGF                                         
                                                                    
gi|226 REQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAV 
        50        60        70        80        90       100        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (36-67:70-105) 
 
          10        20        30        40         50           60  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
              70        80                                  
PAT___ RGTLRAAGYKHGGWHDVGF                                  
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.9  bits: 22.9 E():  5.7 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (35-75:67-113) 
 
           10        20        30        40        50               
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
        60        70        80                                      
PAT___ GYTARGTLRAAGYKHGGWHDVGF                                      
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (3-19:32-48) 
 
                                           10        20        30   
PAT___                             DWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
             40        50        60        70        80             
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF             
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 21.6 E():  9.1 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (18-69:68-119) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 83.8  bits: 24.1 E():   11 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (27-78:481-539) 
 
                   10        20        30        40        50       
PAT___     DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
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              460       470       480       490       500       510 
 
                60        70        80                              
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGF                              
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (11-44:97-129) 
 
                                   10        20        30        40 
PAT___                     DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
               50        60        70        80                     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                     
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.5  bits: 22.8 E():   13 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (11-77:183-242) 
 
                                   10        20        30        40 
PAT___                     DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
               50        60        70        80                     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                     
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (7-19:63-75) 
 
                                       10        20        30       
PAT___                         DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
         40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
                                                    
gi|387 TIPR                                         
                                                    
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.6  bits: 22.5 E():   16 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (11-77:183-242) 
 
                                   10        20        30        40 
PAT___                     DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
               50        60        70        80                     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                     
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       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (17-75:83-146) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
            50        60            70        80                    
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGF                    
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 20.5 E():   21 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.8  bits: 18.0 E():   23 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (70-75:45-50) 
 
      40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
                                     :..:::      
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG     
           20        30        40        50      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 20.2 E():   24 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (18-69:69-120) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   25 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (19-71:92-138) 
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                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
         50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF              
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (18-80:92-157) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
        50        60        70            80                        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGF                        
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.5 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (21-55:128-168) 
 
                         10        20         30             40     
PAT___           DWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
           50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
       : .:  : : .                          
gi|292 LHKDQIVVLSDDDRCQGSRD                 
       160       170                        
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (21-55:130-170) 
 
                         10        20         30             40     
PAT___           DWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
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gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
           50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
       : .:  : : .                          
gi|292 LHKDQIVVLSDDDRCQGSRD                 
     160       170                          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (21-55:131-171) 
 
                         10        20         30             40     
PAT___           DWTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
           50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
       : .:  : : .                          
gi|312 LHKDQIVVLSDDDRCQGSRD                 
              170       180                 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (18-69:29-80) 
 
                          10        20        30        40          
PAT___            DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
       50        60        70        80                             
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                             
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (29-57:271-299) 
 
                 10        20        30        40        50         
PAT___   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
       60        70        80                                       
PAT___ YTARGTLRAAGYKHGGWHDVGF                                       
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (5-63:61-124) 
 
                                         10             20          
PAT___                           DWTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
      30        40         50        60        70        80         
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF         
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
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      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (9-73:95-169) 
 
                                     10        20          30       
PAT___                       DWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
              40           50        60        70        80         
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF         
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (9-73:95-169) 
 
                                     10        20          30       
PAT___                       DWTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
              40           50        60        70        80         
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF         
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (5-47:61-109) 
 
                                         10        20        30     
PAT___                           DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                 40        50        60        70        80         
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF         
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (18-43:50-75) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
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gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (18-69:57-108) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.8 E():   31 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (18-69:80-131) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (7-25:174-192) 
 
                                       10        20        30       
PAT___                         DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
         40        50        60        70        80            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF            
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (7-37:175-199) 
 
                                       10        20        30       
PAT___                         DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
         40        50        60        70        80                 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                 
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (29-57:270-298) 
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                 10        20        30        40        50         
PAT___   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
       60        70        80                                       
PAT___ YTARGTLRAAGYKHGGWHDVGF                                       
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (30-74:17-69) 
 
               10        20        30        40           50        
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEAL 
                                    :  :. .:.:.. .:.  :    :  :.:   
gi|117              MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELE 
                            10        20        30        40        
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             60        70        80                                 
PAT___ G-----YTARGTLRAAGYKHGGWHDVGF                                 
       :       . :. . :.   ::                                       
gi|117 GKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGF 
        50        60        70        80        90       100        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (30-51:98-119) 
 
                10        20        30        40        50          
PAT___  DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
      60        70        80                                        
PAT___ TARGTLRAAGYKHGGWHDVGF                                        
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (30-51:99-120) 
 
                10        20        30        40        50          
PAT___  DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
      60        70        80                                        
PAT___ TARGTLRAAGYKHGGWHDVGF                                        
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (33-65:12-45) 
 
             10        20        30        40         50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
              70        80                                          
PAT___ RGTLRAAGYKHGGWHDVGF                                          
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.9  bits: 19.5 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (13-51:187-222) 
 
                                 10        20        30        40   
PAT___                   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
             50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
         ::.  ::                              
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY        
           220       230       240            
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (18-68:255-310) 
 
                            10        20        30             40   
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
             50        60        70        80                       
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                       
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (36-50:11-25) 
 
          10        20        30        40        50        60      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
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                                   10        20        30        40 
 
          70        80                                              
PAT___ RAAGYKHGGWHDVGF                                              
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (36-50:11-25) 
 
          10        20        30        40        50        60      
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
          70        80                                              
PAT___ RAAGYKHGGWHDVGF                                              
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (30-74:17-69) 
 
               10        20        30        40           50        
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEAL 
                                    :  :. .:.:.. .:.  :    :  :.:   
gi|215              MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELE 
                            10        20        30        40        
 
             60        70        80                                 
PAT___ G-----YTARGTLRAAGYKHGGWHDVGF                                 
       :       . :. . :.   ::                                       
gi|215 GKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGF 
        50        60        70        80        90       100        
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (32-62:35-67) 
 
              10        20        30        40           50         
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       60        70        80                            
PAT___ YTARGTLRAAGYKHGGWHDVGF                            
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (32-62:35-67) 
 
              10        20        30        40           50         
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       60        70        80                            
PAT___ YTARGTLRAAGYKHGGWHDVGF                            
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (18-56:35-72) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (30-48:44-62) 
 
                10        20        30        40        50          
PAT___  DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
      60        70        80                                        
PAT___ TARGTLRAAGYKHGGWHDVGF                                        
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.4 E():   46 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (27-50:104-126) 
 
                   10        20        30        40        50       
PAT___     DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
         60        70        80                                     
PAT___ LGYTARGTLRAAGYKHGGWHDVGF                                     
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (18-69:68-119) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (33-61:203-231) 
 
             10        20        30        40        50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
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                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             70        80                                           
PAT___ GTLRAAGYKHGGWHDVGF                                           
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (13-51:250-285) 
 
                                 10        20        30        40   
PAT___                   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
             50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
         ::.  ::                              
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY        
        280       290       300               
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:91-116) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (33-61:203-231) 
 
             10        20        30        40        50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             70        80                                           
PAT___ GTLRAAGYKHGGWHDVGF                                           
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
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                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (19-42:92-117) 
 
                           10        20          30        40       
PAT___             DWTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF      
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (16-48:18-50) 
 
                 10        20        30        40        50         
PAT___   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ YTARGTLRAAGYKHGGWHDVGF                                       
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (28-77:87-132) 
 
                  10        20        30        40        50        
PAT___    DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
        60        70        80                                      
PAT___ GYTARGTLRAAGYKHGGWHDVGF                                      
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (39-77:98-133) 
 
       10        20        30        40        50         60        
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY-TARGTLRA 
                                     ..:: .: :  .  . . .   .: : ::  
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGKAFSMAKNVDVPAAAGCLRY 
        70        80        90       100       110       120        
 
        70        80                                                
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PAT___ AGYKHGGWHDVGF                                                
           .::: :                                                   
gi|766 ----YGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIATGN 
           130       140       150       160       170       180    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (18-69:92-143) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (18-69:93-144) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (7-25:138-156) 
 
                                       10        20        30       
PAT___                         DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
         40        50        60        70        80            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF            
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.5 E():   57 
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Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (24-53:3-32) 
 
               10        20        30        40        50        60 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                              :. .: ..   : ..: .. .::.. .:..        
gi|139                      MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPED 
                                    10        20        30          
 
               70        80                                         
PAT___ ARGTLRAAGYKHGGWHDVGF                                         
                                                                    
gi|139 TIYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSK 
      40        50        60        70        80        90          
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (59-80:147-168) 
 
       30        40        50        60        70        80         
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF         
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (55-67:106-118) 
 
           30        40        50        60        70        80     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF     
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (18-49:238-268) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (7-25:175-193) 
 
                                       10        20        30       
PAT___                         DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
         40        50        60        70        80            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF            
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
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>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (12-36:222-246) 
 
                                  10        20        30        40  
PAT___                    DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
              50        60        70        80                      
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                      
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 39; 42.9% identity (78.6% similar) in 14 aa overlap (67-80:16-29) 
 
         40        50        60        70        80                 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                 
                                     :: .:.:.. . ::                 
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (17-61:226-270) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
         50        60        70        80                           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                           
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (17-70:184-238) 
 
                             10        20        30        40       
PAT___               DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
           50         60        70        80                        
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGF                        
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (33-65:116-149) 
 
             10        20        30        40         50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
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              70        80                                          
PAT___ RGTLRAAGYKHGGWHDVGF                                          
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:118-134) 
 
             10        20        30        40        50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
             70        80                                           
PAT___ GTLRAAGYKHGGWHDVGF                                           
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   74 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (33-65:119-152) 
 
             10        20        30        40         50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
              70        80                                          
PAT___ RGTLRAAGYKHGGWHDVGF                                          
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.7  bits: 21.0 E():   74 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (34-71:160-196) 
 
            10        20        30        40        50        60    
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
            70        80                                            
PAT___ TLRAAGYKHGGWHDVGF                                            
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (15-73:180-240) 
 
                               10        20        30        40     
PAT___                 DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
           50          60        70        80                       
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVGF                       
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
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gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (15-73:180-240) 
 
                               10        20        30        40     
PAT___                 DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
           50          60        70        80                       
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVGF                       
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (13-51:316-351) 
 
                                 10        20        30        40   
PAT___                   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
             50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
         ::   ::                              
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY        
            350       360       370           
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.1 E():   77 
Smith-Waterman score: 47; 19.2% identity (55.8% similar) in 52 aa overlap (1-52:382-433) 
 
                                             10        20        30 
PAT___                               DWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     : .: :  ...  .. :  :..:... : . 
gi|238 YVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALYQ 
             360       370       380       390       400       410  
 
               40        50        60        70        80           
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF           
       . . :  .     .  .:: ..                                       
gi|238 VATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPLA 
             420       430       440       450       460       470  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.1 E():   77 
Smith-Waterman score: 47; 19.2% identity (55.8% similar) in 52 aa overlap (1-52:382-433) 
 
                                             10        20        30 
PAT___                               DWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     : .: :  ...  .. :  :..:... : . 
gi|238 YVTAEDHATGKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALYQ 
             360       370       380       390       400       410  
 
               40        50        60        70        80           
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF           
       . . :  .     .  .:: ..                                       
gi|238 VATPGRPNRKLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPLA 
             420       430       440       450       460       470  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (18-69:76-127) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (55-78:66-87) 
 
           30        40        50        60        70        80     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF     
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (55-78:66-87) 
 
           30        40        50        60        70        80     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF     
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:154-170) 
 
             10        20        30        40        50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             70        80                                           
PAT___ GTLRAAGYKHGGWHDVGF                                           
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:154-170) 
 
             10        20        30        40        50        60   
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             70        80                                           
PAT___ GTLRAAGYKHGGWHDVGF                                           
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
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           190       200       210       220       230       240    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (29-61:49-81) 
 
                 10        20        30        40        50         
PAT___   DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
       60        70        80        
PAT___ YTARGTLRAAGYKHGGWHDVGF        
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (47-59:113-125) 
 
         20        30        40        50        60        70       
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
         80                       
PAT___ DVGF                       
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (47-59:113-125) 
 
         20        30        40        50        60        70       
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
         80                       
PAT___ DVGF                       
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (30-63:24-57) 
 
               10        20        30        40        50        60 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                                    :.: . : . :.. :   : . .. : :    
gi|207       MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRD 
                     10        20        30        40        50     
 
               70        80                                    
PAT___ ARGTLRAAGYKHGGWHDVGF                                    
         :                                                     
gi|207 KSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           60        70        80        90       100          
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (3-46:117-159) 
 
                                           10        20        30   
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PAT___                             DWTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
             40        50        60        70        80             
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF             
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (6-27:124-147) 
 
                                        10          20        30    
PAT___                          DWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            40        50        60        70        80              
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF              
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (6-27:124-147) 
 
                                        10          20        30    
PAT___                          DWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            40        50        60        70        80              
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF              
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (18-69:91-142) 
 
                            10        20        30        40        
PAT___              DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        50        60        70        80                            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                            
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (6-27:124-147) 
 
                                        10          20        30    
PAT___                          DWTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
            40        50        60        70        80              
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF              
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gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (33-65:162-195) 
 
             10        20        30        40         50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
              70        80                                          
PAT___ RGTLRAAGYKHGGWHDVGF                                          
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.8 E():   89 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (11-37:11-36) 
 
               10        20        30        40        50        60 
PAT___ DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
               70        80                                         
PAT___ ARGTLRAAGYKHGGWHDVGF                                         
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (10-32:182-206) 
 
                                    10        20           30       
PAT___                      DWTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
         40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
                                                    
gi|162 PKTKVIPYVRYL                                 
              220                                   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (41-49:32-40) 
 
               20        30        40        50        60        70 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
               80                                                   
PAT___ KHGGWHDVGF                                                   
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (41-49:32-40) 
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               20        30        40        50        60        70 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
               80                                                   
PAT___ KHGGWHDVGF                                                   
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (43-49:9-15) 
 
             20        30        40        50        60        70   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
             80                                                     
PAT___ GGWHDVGF                                                     
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.8  bits: 19.7 E():   94 
Smith-Waterman score: 46; 28.6% identity (62.9% similar) in 35 aa overlap (1-34:183-216) 
 
                                              10        20          
PAT___                               DWTVESTVY-VSHRHQRLGLGSTLYTHLLK 
                                     :.  :: .  : ..:... ..  .: :.:: 
gi|833 GGTFTLTQDTEGEQLGRGTKIILHLKDEQTDYLNESRIKEVVRKHSEF-ISYPIYLHVLK 
            160       170       180       190       200        210  
 
      30        40        50        60        70        80          
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF          
         : .                                                        
gi|833 ETEKEVPDEEAEETKEEEDEEKKAKIEEVDDEEEEEKKKKKKTKTVKESKIEEEELNKTK 
             220       230       240       250       260       270  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (14-47:237-273) 
 
                                10        20        30           40 
PAT___                  DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
               50        60        70        80                     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                     
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.7 E():   97 
Smith-Waterman score: 46; 21.2% identity (55.8% similar) in 52 aa overlap (1-52:382-433) 
 
                                             10        20        30 
PAT___                               DWTVESTVYVSHRHQRLGLGSTLYTHLLKS 
                                     : .: :  .:.  .. :  :..:... : . 
gi|219 YVTAEDHATGKLFTLPADARDSHKPAVVKHDGSVSSFYFVGSSKSVLISGNSLWSNALFQ 
             360       370       380       390       400       410  
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               40        50        60        70        80           
PAT___ MEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF           
       . . :  .     .  .:: ..                                       
gi|219 VATPGRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPLA 
             420       430       440       450       460       470  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.9 E():   98 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (11-35:30-54) 
 
                                  10        20        30        40  
PAT___                    DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
              50        60        70        80   
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF   
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 15.6 E():   99 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (41-77:1-37) 
 
               20        30        40        50        60        70 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
               80   
PAT___ KHGGWHDVGF   
         ::  :      
gi|999 LIGGLXDXXAIV 
               40   
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
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         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
PAT___                       DWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
       40        50        60        70        80                   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF                   
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:50 2011 done: Wed Jan 19 14:40:50 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 85  - 164 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     6     2:*= 
  32    14     8:==*== 
  34    49    21:======*========== 
  36    77    44:==============*=========== 
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  38    71    73:========================* 
  40    89   102:==============================   * 
  42    88   124:==============================           * 
  44   111   137:=====================================        * 
  46   106   140:====================================          * 
  48   171   134:============================================*============ 
  50   114   122:======================================  * 
  52   123   107:===================================*===== 
  54   101    92:==============================*=== 
  56    82    77:=========================*== 
  58    37    63:=============       * 
  60    56    51:================*== 
  62    28    41:==========   * 
  64    21    32:=======   * 
  66    27    26:========* 
  68    21    20:======* 
  70    14    16:=====* 
  72    21    12:===*=== 
  74    18    10:===*== 
  76    12     7:==*= 
  78     3     6:=* 
  80     2     5:=* 
  82     4     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     1     0:=         *= 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.61900.00314; mu= 6.8573 0.161 
 mean_var=28.7329 6.968, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.239268 
 Kolmogorov-Smirnov  statistic: 0.0484 (N=28) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.3   0.023 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.5   0.082 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.5   0.086 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.4   0.088 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.8    0.14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.8    0.14 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.7    0.54 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.7    0.58 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.7    0.59 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.7    0.59 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.3    0.76 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   62 25.2     1.7 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   62 25.2     1.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.3     1.8 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.6     5.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.9 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 21.9     6.7 
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gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     9.3 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.5      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.5      10 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.0      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.2      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.8      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.4      17 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.8      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.5      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.0      23 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      24 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      25 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      26 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      27 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      28 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      28 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      30 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      31 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.1      32 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.8      32 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.1      32 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      33 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.8      33 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      33 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.8      33 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.8      33 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.8      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      34 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      34 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      34 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.1      39 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      40 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.4      42 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      42 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      43 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   41 18.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      45 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      46 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      48 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      49 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      50 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      51 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.4      52 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.8      53 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      53 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   47 20.1      53 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.1      54 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.1      54 
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gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.1      55 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      56 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.4      58 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      61 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      67 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      67 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      72 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      74 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      77 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      77 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      78 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      78 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.4      80 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      83 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      84 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      84 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      84 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      84 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      84 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      84 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      87 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.4      87 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      88 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      89 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      89 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      90 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      90 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      91 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      93 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.6      97 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      98 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.0      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.9  bits: 29.3 E(): 0.023 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (8-48:16-57) 
 
                       10        20        30        40         50  
PAT___         WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFW                                
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.0  bits: 28.5 E(): 0.082 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (16-68:81-133) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
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              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.6  bits: 28.5 E(): 0.086 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (16-68:92-144) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.4  bits: 28.4 E(): 0.088 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (16-68:99-151) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.7  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (16-68:98-150) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.7  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (16-68:98-150) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.3  bits: 25.7 E(): 0.54 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (17-79:69-135) 
 
                             10        20        30        40       
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PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
         50        60            70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFW                       
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 106.7  bits: 25.7 E(): 0.58 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (17-73:17-74) 
 
               10        20        30        40          50         
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
       60        70        80                                       
PAT___ TARGTLRAAGYKHGGWHDVGFW                                       
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.5  bits: 25.7 E(): 0.59 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (17-79:93-159) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
         50        60            70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFW                       
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.5  bits: 25.7 E(): 0.59 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (17-79:93-159) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
         50        60            70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFW                       
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.7  bits: 25.3 E(): 0.76 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (17-79:93-159) 
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                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
         50        60            70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFW                       
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 98.3  bits: 25.2 E():  1.7 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (1-51:111-168) 
 
                                             10        20           
PAT___                               WTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|556 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80    
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW    
          :  .. .:. ..:: . . :::...                                 
gi|556 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  62  Z-score: 98.3  bits: 25.2 E():  1.7 
Smith-Waterman score: 62; 20.7% identity (51.7% similar) in 58 aa overlap (1-51:111-168) 
 
                                             10        20           
PAT___                               WTVESTVYVSHRHQRLGLGSTLYTHL---- 
                                     :.: .    . .   . ::.  . :      
gi|193 DLLKEYESKNPIYLNAGDNFQGTLWYNLLRWNVTADFIKKLKPAAMTLGNHEFDHTPKGL 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80    
PAT___ ---LKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW    
          :  .. .:. ..:: . . :::...                                 
gi|193 APYLAELNKEGIPTIVANLVMNNDPDLKSSKIPKSIKLTVGKRKIGIIGVLYDKTHEIAQ 
              150       160       170       180       190       200 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.1  bits: 24.3 E():  1.8 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (17-73:50-107) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
           50        60        70        80                         
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                         
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (15-47:3-35) 
 
               10        20        30        40        50        60 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                     ::.  ..:.. ::   .: .:....... . .:              
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gi|226             MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCR 
                           10        20        30        40         
 
               70        80                                         
PAT___ RGTLRAAGYKHGGWHDVGFW                                         
                                                                    
gi|226 EQAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVM 
       50        60        70        80        90       100         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.1  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (35-66:70-105) 
 
           10        20        30        40         50           60 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
               70        80                                 
PAT___ RGTLRAAGYKHGGWHDVGFW                                 
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.7  bits: 22.9 E():  5.9 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (34-74:67-113) 
 
            10        20        30        40               50       
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
         60        70        80                                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFW                                     
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 21.9 E():  6.7 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:32-48) 
 
                                            10        20        30  
PAT___                              WTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
              40        50        60        70        80            
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW            
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 21.6 E():  9.3 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (17-68:68-119) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 83.4  bits: 24.0 E():   12 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (26-77:481-539) 
 
                    10        20        30        40                
PAT___      WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
       50        60        70        80                             
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFW                             
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.8  bits: 21.2 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (10-43:97-129) 
 
                                    10        20        30          
PAT___                      WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
      40        50        60        70        80                    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                    
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.2  bits: 22.8 E():   14 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (10-76:183-242) 
 
                                    10        20        30          
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PAT___                      WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
      40        50        60        70        80                    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                    
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (6-18:63-75) 
 
                                        10        20        30      
PAT___                          WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
          40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
                                                     
gi|387 TIPR                                          
                                                     
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.3  bits: 22.4 E():   17 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (10-76:183-242) 
 
                                    10        20        30          
PAT___                      WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
      40        50        60        70        80                    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                    
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 21.8 E():   17 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (16-74:83-146) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
             50        60            70        80                   
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFW                   
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (17-68:91-142) 
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                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.9  bits: 18.0 E():   23 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (69-74:45-50) 
 
       40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
                                     :..:::       
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG      
           20        30        40        50       
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (17-68:69-120) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (18-70:92-138) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
          50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW             
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (17-79:92-157) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
         50        60            70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFW                       
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (20-54:128-168) 
 
                          10        20         30             40    
PAT___            WTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
            50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
       : .:  : : .                           
gi|292 LHKDQIVVLSDDDRCQGSRD                  
       160       170                         
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (20-54:130-170) 
 
                          10        20         30             40    
PAT___            WTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
            50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
       : .:  : : .                           
gi|292 LHKDQIVVLSDDDRCQGSRD                  
     160       170                           
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.4  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (20-54:131-171) 
 
                          10        20         30             40    
PAT___            WTVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
            50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
       : .:  : : .                           
gi|312 LHKDQIVVLSDDDRCQGSRD                  
              170       180                  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (17-68:29-80) 
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                           10        20        30        40         
PAT___             WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
        50        60        70        80                            
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                            
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (4-62:61-124) 
 
                                          10             20         
PAT___                            WTVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
       30        40         50        60        70        80        
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW        
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (28-56:271-299) 
 
                  10        20        30        40        50        
PAT___    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
        60        70        80                                      
PAT___ YTARGTLRAAGYKHGGWHDVGFW                                      
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (4-46:61-109) 
 
                                          10        20        30    
PAT___                            WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                  40        50        60        70        80        
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW        
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (17-42:50-75) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
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      20        30        40        50        60        70          
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (8-72:95-169) 
 
                                      10        20            30    
PAT___                        WTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
               40           50        60        70        80        
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW        
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (17-68:57-108) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.8 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (17-68:80-131) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.3  bits: 21.1 E():   32 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (44-80:202-237) 
 
            20        30        40        50        60        70    
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
            80                                                      
PAT___ WHDVGFW                                                      
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        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (6-24:174-192) 
 
                                        10        20        30      
PAT___                          WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
          40        50        60        70        80           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW           
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (6-36:175-199) 
 
                                        10        20        30      
PAT___                          WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
          40        50        60        70        80                
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (28-56:270-298) 
 
                  10        20        30        40        50        
PAT___    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
        60        70        80                                      
PAT___ YTARGTLRAAGYKHGGWHDVGFW                                      
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (17-68:91-142) 
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                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (29-73:17-69) 
 
               10        20        30        40           50        
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG 
                                   :  :. .:.:.. .:.  :    :  :.:  : 
gi|117             MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEG 
                           10        20        30        40         
 
             60        70        80                                 
PAT___ -----YTARGTLRAAGYKHGGWHDVGFW                                 
              . :. . :.   ::                                        
gi|117 KDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFG 
       50        60        70        80        90       100         
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (29-50:98-119) 
 
                 10        20        30        40        50         
PAT___   WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
       60        70        80                                       
PAT___ TARGTLRAAGYKHGGWHDVGFW                                       
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (29-50:99-120) 
 
                 10        20        30        40        50         
PAT___   WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
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       60        70        80                                       
PAT___ TARGTLRAAGYKHGGWHDVGFW                                       
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (32-64:12-45) 
 
              10        20        30        40         50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
               70        80                                         
PAT___ RGTLRAAGYKHGGWHDVGFW                                         
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (8-72:95-169) 
 
                                      10        20            30    
PAT___                        WTVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
               40           50        60        70        80        
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW        
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (12-50:187-222) 
 
                                  10        20        30        40  
PAT___                    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
              50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
         ::.  ::                               
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY         
           220       230       240             
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
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             130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (17-67:255-310) 
 
                             10        20        30             40  
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
              50        60        70        80                      
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                      
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (29-73:17-69) 
 
               10        20        30        40           50        
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG 
                                   :  :. .:.:.. .:.  :    :  :.:  : 
gi|215             MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEG 
                           10        20        30        40         
 
             60        70        80                                 
PAT___ -----YTARGTLRAAGYKHGGWHDVGFW                                 
              . :. . :.   ::                                        
gi|215 KDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFG 
       50        60        70        80        90       100         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (35-49:11-25) 
 
           10        20        30        40        50        60     
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PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
           70        80                                             
PAT___ RAAGYKHGGWHDVGFW                                             
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (35-49:11-25) 
 
           10        20        30        40        50        60     
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
           70        80                                             
PAT___ RAAGYKHGGWHDVGFW                                             
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (31-61:35-67) 
 
               10        20        30        40           50        
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
        60        70        80                           
PAT___ YTARGTLRAAGYKHGGWHDVGFW                           
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (31-61:35-67) 
 
               10        20        30        40           50        
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
        60        70        80                           
PAT___ YTARGTLRAAGYKHGGWHDVGFW                           
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 40.0% identity (80.0% similar) in 15 aa overlap (66-80:16-30) 
 
          40        50        60        70        80                
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                
                                     :: .:.:.. . ::.                
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (17-55:35-72) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (29-47:44-62) 
 
                 10        20        30        40        50         
PAT___   WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
       60        70        80                                       
PAT___ TARGTLRAAGYKHGGWHDVGFW                                       
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.2  bits: 20.4 E():   48 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (26-49:104-126) 
 
                    10        20        30        40        50      
PAT___      WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
          60        70        80                                    
PAT___ LGYTARGTLRAAGYKHGGWHDVGFW                                    
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (17-68:68-119) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (32-60:203-231) 
 
              10        20        30        40        50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
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                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
              70        80                                          
PAT___ GTLRAAGYKHGGWHDVGFW                                          
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:91-116) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
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gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (18-41:92-117) 
 
                            10        20          30        40      
PAT___              WTVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW     
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (12-50:250-285) 
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                                  10        20        30        40  
PAT___                    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
              50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
         ::.  ::                               
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY         
        280       290       300                
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (15-47:18-50) 
 
                  10        20        30        40        50        
PAT___    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ YTARGTLRAAGYKHGGWHDVGFW                                      
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.5 E():   51 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (32-60:203-231) 
 
              10        20        30        40        50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
              70        80                                          
PAT___ GTLRAAGYKHGGWHDVGFW                                          
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.5  bits: 20.4 E():   52 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (44-80:202-237) 
 
            20        30        40        50        60        70    
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
            80                                                      
PAT___ WHDVGFW                                                      
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.4  bits: 19.8 E():   53 
Smith-Waterman score: 46; 25.0% identity (56.8% similar) in 44 aa overlap (1-44:118-155) 
 
                                             10        20        30 
PAT___                               WTVESTVYVSHRHQRLGLGSTLYTHLLKSM 
                                     : . .  .: : .:.: ..:       :.. 
gi|113 VYTVTSDKDDDVANPKEGTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSD------KTI 
        90       100       110       120       130             140  
 
               40        50        60        70        80           
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PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW           
       ...: :  ..  ::                                               
gi|113 DGRGVKVNIVNAGLTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINV 
             150       160       170       180       190       200  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (27-76:87-132) 
 
                   10        20        30        40        50       
PAT___     WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
         60        70        80                                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFW                                     
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (38-76:98-133) 
 
        10        20        30        40        50         60       
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY-TARGTLRA 
                                     ..:: .: :  .  . . .   .: : ::  
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGKAFSMAKNVDVPAAAGCLRY 
        70        80        90       100       110       120        
 
         70        80                                               
PAT___ AGYKHGGWHDVGFW                                               
           .::: :                                                   
gi|766 ----YGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIATGN 
           130       140       150       160       170       180    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (17-68:92-143) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (17-68:93-144) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
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Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (6-24:138-156) 
 
                                        10        20        30      
PAT___                          WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
          40        50        60        70        80           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW           
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (23-52:3-32) 
 
               10        20        30        40        50        60 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                             :. .: ..   : ..: .. .::.. .:..         
gi|139                     MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDT 
                                   10        20        30        40 
 
               70        80                                         
PAT___ RGTLRAAGYKHGGWHDVGFW                                         
                                                                    
gi|139 IYDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKR 
               50        60        70        80        90       100 
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (58-79:147-168) 
 
        30        40        50        60        70        80        
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW        
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (54-66:106-118) 
 
            30        40        50        60        70        80    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW    
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
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>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (6-24:175-193) 
 
                                        10        20        30      
PAT___                          WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
          40        50        60        70        80           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW           
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (17-48:238-268) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (11-35:222-246) 
 
                                   10        20        30        40 
PAT___                     WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
               50        60        70        80                     
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                     
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (16-60:226-270) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
          50        60        70        80                          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                          
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (32-64:116-149) 
 
              10        20        30        40         50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
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                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
               70        80                                         
PAT___ RGTLRAAGYKHGGWHDVGFW                                         
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (16-69:184-238) 
 
                              10        20        30        40      
PAT___                WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
            50         60        70        80                       
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFW                       
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:118-134) 
 
              10        20        30        40        50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
              70        80                                          
PAT___ GTLRAAGYKHGGWHDVGFW                                          
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (32-64:119-152) 
 
              10        20        30        40         50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
               70        80                                         
PAT___ RGTLRAAGYKHGGWHDVGFW                                         
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (14-72:180-240) 
 
                                10        20        30        40    
PAT___                  WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
            50          60        70        80                      
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVGFW                      
        :. :.   :...   ..  :   .::   :                              
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gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (14-72:180-240) 
 
                                10        20        30        40    
PAT___                  WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
            50          60        70        80                      
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVGFW                      
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.3  bits: 21.0 E():   78 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (33-70:160-196) 
 
             10        20        30        40        50        60   
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
             70        80                                           
PAT___ TLRAAGYKHGGWHDVGFW                                           
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (12-50:316-351) 
 
                                  10        20        30        40  
PAT___                    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
              50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
         ::   ::                               
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY         
            350       360       370            
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (17-68:76-127) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
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         110       120       130       140       150       160      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (28-60:49-81) 
 
                  10        20        30        40        50        
PAT___    WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
        60        70        80       
PAT___ YTARGTLRAAGYKHGGWHDVGFW       
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (54-77:66-87) 
 
            30        40        50        60        70        80    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW    
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (54-77:66-87) 
 
            30        40        50        60        70        80    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW    
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (46-58:113-125) 
 
          20        30        40        50        60        70      
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
          80                      
PAT___ DVGFW                      
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (46-58:113-125) 
 
          20        30        40        50        60        70      
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
          80                      
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PAT___ DVGFW                      
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (29-62:24-57) 
 
               10        20        30        40        50        60 
PAT___ WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                   :.: . : . :.. :   : . .. : :     
gi|207      MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDK 
                    10        20        30        40        50      
 
               70        80                                   
PAT___ RGTLRAAGYKHGGWHDVGFW                                   
        :                                                     
gi|207 SGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
          60        70        80        90       100          
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:154-170) 
 
              10        20        30        40        50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
              70        80                                          
PAT___ GTLRAAGYKHGGWHDVGFW                                          
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:154-170) 
 
              10        20        30        40        50        60  
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
              70        80                                          
PAT___ GTLRAAGYKHGGWHDVGFW                                          
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (5-26:124-147) 
 
                                         10          20        30   
PAT___                           WTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             40        50        60        70        80             
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW             
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2764



 

 

Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (5-26:124-147) 
 
                                         10          20        30   
PAT___                           WTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             40        50        60        70        80             
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW             
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (5-26:124-147) 
 
                                         10          20        30   
PAT___                           WTVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
             40        50        60        70        80             
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW             
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (17-68:91-142) 
 
                             10        20        30        40       
PAT___               WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         50        60        70        80                           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                           
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (2-45:117-159) 
 
                                            10        20        30  
PAT___                              WTVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
              40        50        60        70        80            
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW            
        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (10-36:11-36) 
 
                10        20        30        40        50          
PAT___  WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
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      60        70        80                                        
PAT___ ARGTLRAAGYKHGGWHDVGFW                                        
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (32-64:162-195) 
 
              10        20        30        40         50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
               70        80                                         
PAT___ RGTLRAAGYKHGGWHDVGFW                                         
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (9-31:182-206) 
 
                                     10        20           30      
PAT___                       WTVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
          40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW 
                                                     
gi|162 PKTKVIPYVRYL                                  
              220                                    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (40-48:32-40) 
 
      10        20        30        40        50        60          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
      70        80                                                  
PAT___ KHGGWHDVGFW                                                  
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (40-48:32-40) 
 
      10        20        30        40        50        60          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
      70        80                                                  
PAT___ KHGGWHDVGFW                                                  
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
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>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.2 E():   93 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (42-48:9-15) 
 
              20        30        40        50        60        70  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
              80                                                    
PAT___ GGWHDVGFW                                                    
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.6 E():   97 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (40-76:1-37) 
 
      10        20        30        40        50        60          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
      70        80  
PAT___ KHGGWHDVGFW  
         ::  :      
gi|999 LIGGLXDXXAIV 
               40   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.9 E():   98 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (10-34:30-54) 
 
                                   10        20        30        40 
PAT___                     WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
               50        60        70        80  
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW  
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (13-46:237-273) 
 
                                 10        20        30             
PAT___                   WTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
      40        50        60        70        80                    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW                    
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:50 2011 done: Wed Jan 19 14:40:50 2011 
 Total Scan time:  0.060 Total Display time:  0.060 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2767



 

 

 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 86  - 165 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     6     2:*= 
  32    14     8:==*== 
  34    54    21:======*=========== 
  36    74    44:==============*========== 
  38    77    73:========================*= 
  40    93   102:===============================  * 
  42    84   124:============================             * 
  44    97   137:=================================            * 
  46   108   140:====================================          * 
  48   172   134:============================================*============= 
  50   117   122:======================================= * 
  52   120   107:===================================*==== 
  54   100    92:==============================*=== 
  56    83    77:=========================*== 
  58    39    63:=============       * 
  60    51    51:================* 
  62    32    41:===========  * 
  64    20    32:=======   * 
  66    27    26:========* 
  68    23    20:======*= 
  70    11    16:==== * 
  72    23    12:===*==== 
  74    17    10:===*== 
  76    14     7:==*== 
  78     3     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     6     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     4     0:==        *==== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.59820.0031; mu= 6.9505 0.159 
 mean_var=28.3804 6.912, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.240749 
 Kolmogorov-Smirnov  statistic: 0.0532 (N=28) at  38 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.4   0.022 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.5   0.077 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.5    0.08 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.5   0.083 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.8    0.13 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.8    0.13 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.8    0.51 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.55 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.8    0.57 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.8    0.57 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.4    0.72 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7     5.2 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.4 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.6 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   52 22.0     6.4 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.8 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.8 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6       9 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6     9.9 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6     9.9 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.1      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.8      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.5      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.8      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.6      20 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.0      23 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      23 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      24 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      26 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      26 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.6      27 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.6      27 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.6      27 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   52 21.8      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      28 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      29 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.2      30 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      31 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      31 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.1      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      32 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      33 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      33 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      33 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      33 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      34 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      38 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      38 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      41 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      41 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.3      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.6      42 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.3      42 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.3      42 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   41 18.3      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      45 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      46 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      48 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      49 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      49 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      50 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.4      51 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      51 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      53 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      53 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.2      53 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      55 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      57 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      59 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      63 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      65 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      65 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      67 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      71 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      72 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      73 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      73 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      75 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      75 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      76 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      77 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      79 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      81 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      82 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      82 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      83 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      83 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      83 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      83 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      83 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.5      85 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      85 
gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin- ( 515)   45 19.4      86 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      88 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      88 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      88 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      89 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      89 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      92 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.6      96 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      96 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      97 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      99 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      99 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      99 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      99 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      99 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      99 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      99 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      99 
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gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 132.4  bits: 29.4 E(): 0.022 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (7-47:16-57) 
 
                        10        20        30        40         50 
PAT___          TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQ                               
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.5  bits: 28.5 E(): 0.077 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (15-67:81-133) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.1  bits: 28.5 E(): 0.08 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (15-67:92-144) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.9  bits: 28.5 E(): 0.083 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (15-67:99-151) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.2  bits: 27.8 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (15-67:98-150) 
 
                               10        20        30        40     
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PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.2  bits: 27.8 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (15-67:98-150) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.7  bits: 25.8 E(): 0.51 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (16-78:69-135) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
          50        60            70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQ                      
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.1  bits: 25.8 E(): 0.55 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (16-72:17-74) 
 
                10        20        30        40          50        
PAT___  TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
        60        70        80                                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQ                                      
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.9  bits: 25.8 E(): 0.57 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (16-78:93-159) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
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          50        60            70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQ                      
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.9  bits: 25.8 E(): 0.57 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (16-78:93-159) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
          50        60            70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQ                      
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.0  bits: 25.4 E(): 0.72 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (16-78:93-159) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
          50        60            70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQ                      
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.4  bits: 24.4 E():  1.7 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (16-72:50-107) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
            50        60        70        80                        
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                        
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (14-46:3-35) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                    ::.  ..:.. ::   .: .:....... . .:               
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gi|226            MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCRE 
                          10        20        30        40          
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|226 QAQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQ 
      50        60        70        80        90       100          
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.4  bits: 21.7 E():  5.4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (34-65:70-105) 
 
            10        20        30        40         50             
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
      60        70        80                                
PAT___ RGTLRAAGYKHGGWHDVGFWQ                                
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.0  bits: 22.9 E():  5.6 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (33-73:67-113) 
 
             10        20        30        40               50      
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
          60        70        80                                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQ                                    
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.0  bits: 22.0 E():  6.4 
Smith-Waterman score: 52; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:32-48) 
 
                                             10        20        30 
PAT___                               TVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     .:  :.:. :::: . :              
gi|142 PANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLY 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ           
                                                                    
gi|142 DPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRY 
              70        80        90       100       110       120  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.5  bits: 22.9 E():  8.8 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (26-50:144-168) 
 
                    10        20        30        40        50      
PAT___      TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
          60        70        80                                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQ                                    
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
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           180       190       200       210       220       230    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.5  bits: 22.9 E():  8.8 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (26-50:144-168) 
 
                    10        20        30        40        50      
PAT___      TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
          60        70        80                                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQ                                    
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 21.6 E():    9 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (16-67:68-119) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 21.6 E():  9.9 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 21.6 E():  9.9 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 83.7  bits: 24.1 E():   11 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (25-76:481-539) 
 
                     10        20        30        40               
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PAT___       TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
        50        60        70        80                            
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                            
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (9-42:97-129) 
 
                                     10        20        30         
PAT___                       TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
       40        50        60        70        80                   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                   
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.5  bits: 22.8 E():   13 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (9-75:183-242) 
 
                                     10        20        30         
PAT___                       TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
       40        50        60        70        80                   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                   
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (5-17:63-75) 
 
                                         10        20        30     
PAT___                           TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
           40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
                                                      
gi|387 TIPR                                           
                                                      
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.6  bits: 22.5 E():   16 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (9-75:183-242) 
 
                                     10        20        30         
PAT___                       TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
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       40        50        60        70        80                   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                   
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (15-73:83-146) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
              50        60            70        80                  
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQ                  
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.1  bits: 18.0 E():   23 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (68-73:45-50) 
 
        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
                                     :..:::        
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG       
           20        30        40        50        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 20.2 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (16-67:69-120) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (17-69:92-138) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
           50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ            
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (16-78:92-157) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
          50        60            70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQ                      
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (19-53:128-168) 
 
                           10        20         30             40   
PAT___             TVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
             50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
       : .:  : : .                            
gi|292 LHKDQIVVLSDDDRCQGSRD                   
       160       170                          
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (19-53:130-170) 
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                           10        20         30             40   
PAT___             TVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
             50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
       : .:  : : .                            
gi|292 LHKDQIVVLSDDDRCQGSRD                   
     160       170                            
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (19-53:131-171) 
 
                           10        20         30             40   
PAT___             TVESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
             50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
       : .:  : : .                            
gi|312 LHKDQIVVLSDDDRCQGSRD                   
              170       180                   
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.5  bits: 21.8 E():   28 
Smith-Waterman score: 52; 42.9% identity (64.3% similar) in 14 aa overlap (67-80:656-669) 
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                     : . : :.. : ::                 
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (16-67:29-80) 
 
                            10        20        30        40        
PAT___              TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
         50        60        70        80                           
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                           
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (3-61:61-124) 
 
                                           10             20        
PAT___                             TVESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
        30         40        50        60        70        80       
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ       
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
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      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (27-55:271-299) 
 
                   10        20        30        40        50       
PAT___     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
         60        70        80                                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQ                                     
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (3-45:61-109) 
 
                                           10        20        30   
PAT___                             TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                   40        50        60        70        80       
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ       
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (7-71:95-169) 
 
                                       10        20            30   
PAT___                         TVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                40           50        60        70        80       
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ       
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (16-41:50-75) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (16-67:57-108) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (16-67:80-131) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.5  bits: 21.1 E():   31 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (43-79:202-237) 
 
             20        30        40        50        60        70   
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
             80                                                     
PAT___ WHDVGFWQ                                                     
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (5-23:174-192) 
 
                                         10        20        30     
PAT___                           TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
           40        50        60        70        80          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ          
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (5-35:175-199) 
 
                                         10        20        30     
PAT___                           TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
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                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
           40        50        60        70        80               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ               
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (27-55:270-298) 
 
                   10        20        30        40        50       
PAT___     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
         60        70        80                                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQ                                     
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
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gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (28-72:17-69) 
 
               10        20        30        40           50        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG- 
                                  :  :. .:.:.. .:.  :    :  :.:  :  
gi|117            MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGK 
                          10        20        30        40          
 
             60        70        80                                 
PAT___ ----YTARGTLRAAGYKHGGWHDVGFWQ                                 
             . :. . :.   ::                                         
gi|117 DINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGL 
      50        60        70        80        90       100          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.5 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (28-49:98-119) 
 
                  10        20        30        40        50        
PAT___    TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
        60        70        80                                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQ                                      
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (28-49:99-120) 
 
                  10        20        30        40        50        
PAT___    TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
        60        70        80                                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQ                                      
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (31-63:12-45) 
 
               10        20        30        40         50          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|301                    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
                                  10        20        30        40  
 
      60        70        80                                        
PAT___ RGTLRAAGYKHGGWHDVGFWQ                                        
        : .                                                         
gi|301 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
              50        60        70        80        90       100  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (7-71:95-169) 
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                                       10        20            30   
PAT___                         TVESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                40           50        60        70        80       
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ       
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.0  bits: 19.5 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (11-49:187-222) 
 
                                   10        20        30        40 
PAT___                     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
               50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
         ::.  ::                                
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY          
           220       230       240              
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (16-66:255-310) 
 
                              10        20        30             40 
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
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          230       240       250       260       270       280     
 
               50        60        70        80                     
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                     
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.3  bits: 18.3 E():   42 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (28-72:17-69) 
 
               10        20        30        40           50        
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG- 
                                  :  :. .:.:.. .:.  :    :  :.:  :  
gi|215            MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGK 
                          10        20        30        40          
 
             60        70        80                                 
PAT___ ----YTARGTLRAAGYKHGGWHDVGFWQ                                 
             . :. . :.   ::                                         
gi|215 DINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGL 
      50        60        70        80        90       100          
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (34-48:11-25) 
 
            10        20        30        40        50        60    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
            70        80                                            
PAT___ RAAGYKHGGWHDVGFWQ                                            
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (34-48:11-25) 
 
            10        20        30        40        50        60    
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
            70        80                                            
PAT___ RAAGYKHGGWHDVGFWQ                                            
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (30-60:35-67) 
 
                10        20        30           40        50       
PAT___  TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         60        70        80                          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQ                          
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (30-60:35-67) 
 
                10        20        30           40        50       
PAT___  TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         60        70        80                          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQ                          
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 18.3 E():   43 
Smith-Waterman score: 41; 40.0% identity (80.0% similar) in 15 aa overlap (65-79:16-30) 
 
           40        50        60        70        80               
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ               
                                     :: .:.:.. . ::.                
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (16-54:35-72) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (28-46:44-62) 
 
                  10        20        30        40        50        
PAT___    TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
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        60        70        80                                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQ                                      
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.4 E():   46 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (25-48:104-126) 
 
                     10        20        30        40        50     
PAT___       TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
           60        70        80                                   
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQ                                   
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (16-67:68-119) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (31-59:203-231) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:91-116) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
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>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (11-49:250-285) 
 
                                   10        20        30        40 
PAT___                     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
               50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
         ::.  ::                                
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY          
        280       290       300                 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
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gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (17-40:92-117) 
 
                             10        20          30        40     
PAT___               TVESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ    
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (14-46:18-50) 
 
                   10        20        30        40        50       
PAT___     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQ                                     
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
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               70        80        90       100       110       120 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (31-59:203-231) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.7  bits: 20.4 E():   51 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (43-79:202-237) 
 
             20        30        40        50        60        70   
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
             80                                                     
PAT___ WHDVGFWQ                                                     
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (26-75:87-132) 
 
                    10        20        30        40        50      
PAT___      TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
          60        70        80                                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQ                                    
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (16-67:92-143) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (16-67:93-144) 
 
                              10        20        30        40      
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PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (5-23:138-156) 
 
                                         10        20        30     
PAT___                           TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
           40        50        60        70        80          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ          
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.5 E():   57 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (22-51:3-32) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                            :. .: ..   : ..: .. .::.. .:..          
gi|139                    MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDTI 
                                  10        20        30        40  
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|139 YDRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKRL 
              50        60        70        80        90       100  
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (57-78:147-168) 
 
         30        40        50        60        70        80       
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ       
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
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>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (53-65:106-118) 
 
             30        40        50        60        70        80   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ   
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (16-47:238-268) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (5-23:175-193) 
 
                                         10        20        30     
PAT___                           TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
           40        50        60        70        80          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ          
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (10-34:222-246) 
 
                                    10        20        30          
PAT___                      TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
      40        50        60        70        80                    
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                    
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (15-59:226-270) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
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           50        60        70        80                         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                         
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (31-63:116-149) 
 
               10        20        30        40         50          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
      60        70        80                                        
PAT___ RGTLRAAGYKHGGWHDVGFWQ                                        
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (15-68:184-238) 
 
                               10        20        30        40     
PAT___                 TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
             50         60        70        80                      
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQ                      
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:118-134) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (31-63:119-152) 
 
               10        20        30        40         50          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
      60        70        80                                        
PAT___ RGTLRAAGYKHGGWHDVGFWQ                                        
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
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>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (13-71:180-240) 
 
                                 10        20        30        40   
PAT___                   TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|145 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
             50          60        70        80                     
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVGFWQ                     
        :. :.   :...   ..  :   .::   :                              
gi|145 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|145 KRYCDMFAVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 23.0% identity (49.2% similar) in 61 aa overlap (13-71:180-240) 
 
                                 10        20        30        40   
PAT___                   TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     : :::       :. . .. .::...     
gi|275 SPAYPCAPGKKYYGRGPIQLSWNYNYGQCGQALGLDLLNNPDLVATDRVISFKAAIWFWM 
     150       160       170       180       190       200          
 
             50          60        70        80                     
PAT___ LPNDPSVRLHEALG--YTARGTLRAAGYKHGGWHDVGFWQ                     
        :. :.   :...   ..  :   .::   :                              
gi|275 TPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSGWDARVEDRIGFY 
     210       220       230       240       250       260          
 
gi|275 KRYCDMFGVGYGSNLDCYNQTPFGLG 
     270       280       290      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.5  bits: 21.0 E():   76 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (32-69:160-196) 
 
              10        20        30        40        50        60  
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
              70        80                                          
PAT___ TLRAAGYKHGGWHDVGFWQ                                          
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (11-49:316-351) 
 
                                   10        20        30        40 
PAT___                     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
               50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
         ::   ::                                
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY          
            350       360       370             
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (16-67:76-127) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.2 E():   81 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (27-59:49-81) 
 
                   10        20        30        40        50       
PAT___     TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
         60        70        80      
PAT___ YTARGTLRAAGYKHGGWHDVGFWQ      
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (53-76:66-87) 
 
             30        40        50        60        70        80   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ   
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (53-76:66-87) 
 
             30        40        50        60        70        80   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ   
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:154-170) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
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           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:154-170) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
               70        80                                         
PAT___ GTLRAAGYKHGGWHDVGFWQ                                         
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (45-57:113-125) 
 
           20        30        40        50        60        70     
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
           80                     
PAT___ DVGFWQ                     
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (45-57:113-125) 
 
           20        30        40        50        60        70     
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
           80                     
PAT___ DVGFWQ                     
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (28-61:24-57) 
 
               10        20        30        40        50        60 
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                  :.: . : . :.. :   : . .. : :      
gi|207     MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKS 
                   10        20        30        40        50       
 
               70        80                                  
PAT___ GTLRAAGYKHGGWHDVGFWQ                                  
       :                                                     
gi|207 GYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
         60        70        80        90       100          
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (4-25:124-147) 
 
                                          10          20        30  
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PAT___                            TVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              40        50        60        70        80            
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ            
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (4-25:124-147) 
 
                                          10          20        30  
PAT___                            TVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              40        50        60        70        80            
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ            
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (16-67:91-142) 
 
                              10        20        30        40      
PAT___                TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          50        60        70        80                          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                          
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (4-25:124-147) 
 
                                          10          20        30  
PAT___                            TVESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
              40        50        60        70        80            
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ            
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|18479082|gb|AAL73404.1|AF449424_1 11S globulin-like  (515 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 45; 25.0% identity (56.8% similar) in 44 aa overlap (1-44:117-159) 
 
                                             10        20        30 
PAT___                               TVESTVYVSHRHQRLGLGSTLYTHLLKSME 
                                     : :.    :.. :: : :..  ..  . .. 
gi|184 LLPQYSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQK 
         90       100       110       120       130       140       
 
               40        50        60        70        80           
PAT___ AQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ           
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        . :.    .:.::                                               
gi|184 IRHFREG-DIIALPAGVAHWCYNDGDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDE 
        150        160       170       180       190       200      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 17.8 E():   88 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (9-35:11-36) 
 
                 10        20        30        40        50         
PAT___   TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
       60        70        80                                       
PAT___ ARGTLRAAGYKHGGWHDVGFWQ                                       
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (31-63:162-195) 
 
               10        20        30        40         50          
PAT___ TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
      60        70        80                                        
PAT___ RGTLRAAGYKHGGWHDVGFWQ                                        
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (8-30:182-206) 
 
                                      10           20        30     
PAT___                        TVESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
           40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
                                                      
gi|162 PKTKVIPYVRYL                                   
              220                                     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (39-47:32-40) 
 
       10        20        30        40        50        60         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
       70        80                                                 
PAT___ KHGGWHDVGFWQ                                                 
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (39-47:32-40) 
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       10        20        30        40        50        60         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
       70        80                                                 
PAT___ KHGGWHDVGFWQ                                                 
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (41-47:9-15) 
 
               20        30        40        50        60        70 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
               80                                                   
PAT___ GGWHDVGFWQ                                                   
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.6 E():   96 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (39-75:1-37) 
 
       10        20        30        40        50        60         
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
       70        80 
PAT___ KHGGWHDVGFWQ 
         ::  :      
gi|999 LIGGLXDXXAIV 
               40   
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (12-45:237-273) 
 
                                  10        20        30            
PAT___                    TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
       40        50        60        70        80                   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                   
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   97 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (9-33:30-54) 
 
                                    10        20        30          
PAT___                      TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
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      40        50        60        70        80 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ 
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
PAT___                         TVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
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         40        50        60        70        80        90       
 
         40        50        60        70        80                 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQ                 
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:50 2011 done: Wed Jan 19 14:40:50 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 87  - 166 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     6     2:*= 
  32    14     8:==*== 
  34    53    21:======*=========== 
  36    72    44:==============*========= 
  38    75    73:========================* 
  40    90   102:==============================   * 
  42    88   124:==============================           * 
  44    95   137:================================             * 
  46   111   140:=====================================         * 
  48   174   134:============================================*============= 
  50   114   122:======================================  * 
  52   125   107:===================================*====== 
  54    97    92:==============================*== 
  56    83    77:=========================*== 
  58    41    63:==============      * 
  60    51    51:================* 
  62    31    41:===========  * 
  64    17    32:======    * 
  66    27    26:========* 
  68    26    20:======*== 
  70     9    16:===  * 
  72    23    12:===*==== 
  74    16    10:===*== 
  76    15     7:==*== 
  78     5     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
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 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.55930.00308; mu= 7.1529 0.158 
 mean_var=28.1147 6.850, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.241884 
 Kolmogorov-Smirnov  statistic: 0.0498 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.4   0.021 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.6   0.073 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.6   0.077 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.6   0.079 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.9    0.13 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.9    0.13 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.8    0.49 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.53 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.8    0.54 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.8    0.54 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.5    0.69 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.8     1.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.6 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7     5.1 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.2 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.0     5.5 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.5 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     8.7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6     9.6 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6     9.7 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   50 21.3      10 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.1      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.9      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.5      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      16 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.6      20 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.2      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.0      22 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      23 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      24 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      25 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 19.0      26 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.6      26 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.6      27 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.6      27 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.3      29 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.3      29 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.3      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      30 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      31 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      31 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      32 
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gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      32 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      32 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      33 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.6      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      37 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      37 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      38 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      38 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.6      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.6      41 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.3      41 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.3      42 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.3      42 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      44 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      47 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      48 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      48 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      49 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      49 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.6      49 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      49 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      50 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.2      53 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      55 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      56 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.9      59 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      62 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      64 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      65 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      71 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      71 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      72 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      74 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      74 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      75 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      78 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.2      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      81 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      81 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      81 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      81 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      82 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      82 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      83 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.5      84 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      87 
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gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      87 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      87 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      88 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      89 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      92 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   39 17.5      94 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   39 17.5      94 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      94 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.6      96 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      96 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      98 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      98 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      98 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      98 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      98 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      98 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      98 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      98 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 132.7  bits: 29.4 E(): 0.021 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (6-46:16-57) 
 
                         10        20        30        40           
PAT___           VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQR                              
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.9  bits: 28.6 E(): 0.073 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (14-66:81-133) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.5  bits: 28.6 E(): 0.077 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (14-66:92-144) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.3  bits: 28.6 E(): 0.079 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (14-66:99-151) 
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                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.5  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (14-66:98-150) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.5  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (14-66:98-150) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 108.0  bits: 25.8 E(): 0.49 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (15-77:69-135) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
           50        60            70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQR                     
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.4  bits: 25.8 E(): 0.53 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (15-71:17-74) 
 
                 10        20        30        40          50       
PAT___   VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
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gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
         60        70        80                                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQR                                     
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.2  bits: 25.8 E(): 0.54 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (15-77:93-159) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
           50        60            70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQR                     
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.2  bits: 25.8 E(): 0.54 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (15-77:93-159) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
           50        60            70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQR                     
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.3  bits: 25.5 E(): 0.69 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (15-77:93-159) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
           50        60            70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQR                     
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.6  bits: 24.8 E():  1.1 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (17-80:98-164) 
 
                             10        20        30         40      
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PAT___               VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
           50         60        70        80                        
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQR                        
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.7  bits: 24.4 E():  1.6 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (15-71:50-107) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
             50        60        70        80                       
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                       
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.8  bits: 21.7 E():  5.1 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (13-45:3-35) 
 
               10        20        30        40        50        60 
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                   ::.  ..:.. ::   .: .:....... . .:                
gi|226           MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQ 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ TLRAAGYKHGGWHDVGFWQR                                         
                                                                    
gi|226 AQRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQ 
               60        70        80        90       100       110 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (33-64:70-105) 
 
             10        20        30        40          50           
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
       60        70        80                               
PAT___ RGTLRAAGYKHGGWHDVGFWQR                               
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.2  bits: 23.0 E():  5.5 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (32-72:67-113) 
 
              10        20        30        40               50     
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
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           60        70        80                                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQR                                   
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.5 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (25-49:144-168) 
 
                     10        20        30        40        50     
PAT___       VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
           60        70        80                                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQR                                   
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.5 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (25-49:144-168) 
 
                     10        20        30        40        50     
PAT___       VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
           60        70        80                                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQR                                   
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 21.6 E():  8.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (15-66:68-119) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 21.3 E():   10 
Smith-Waterman score: 50; 50.0% identity (68.8% similar) in 16 aa overlap (1-16:33-48) 
 
                                             10        20        30 
PAT___                               VESTVYVSHRHQRLGLGSTLYTHLLKSMEA 
                                     :  :.:. :::: . :               
gi|142 ANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLYD 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR           
                                                                    
gi|142 PTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRYR 
             70        80        90       100       110       120   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.0  bits: 24.1 E():   11 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (24-75:481-539) 
 
                      10        20        30        40              
PAT___        VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
         50        60        70        80                           
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                           
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (8-41:97-129) 
 
                                      10        20        30        
PAT___                        VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
        40        50        60        70        80                  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                  
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.7  bits: 22.9 E():   13 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (8-74:183-242) 
 
                                      10        20        30        
PAT___                        VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
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gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
        40        50        60        70        80                  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                  
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.1  bits: 19.7 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (4-16:63-75) 
 
                                          10        20        30    
PAT___                            VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
            40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
                                                       
gi|387 TIPR                                            
                                                       
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.8  bits: 22.5 E():   16 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (8-74:183-242) 
 
                                      10        20        30        
PAT___                        VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
        40        50        60        70        80                  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                  
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.9 E():   16 
Smith-Waterman score: 58; 27.3% identity (56.1% similar) in 66 aa overlap (14-72:83-146) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
               50        60            70        80                 
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQR                 
        .:   .:: :  . :  :     :...:  :.. :                         
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
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PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 22.2 E():   21 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (66-80:656-670) 
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.1  bits: 18.0 E():   22 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (67-72:45-50) 
 
         40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
                                     :..:::         
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG        
           20        30        40        50         
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 20.2 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (15-66:69-120) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (16-68:92-138) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
            50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR           
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
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PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (15-77:92-157) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
           50        60            70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQR                     
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (64-80:16-32) 
 
            40        50        60        70        80              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR              
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (18-52:128-168) 
 
                            10        20         30             40  
PAT___              VESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
              50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
       : .:  : : .                             
gi|292 LHKDQIVVLSDDDRCQGSRD                    
       160       170                           
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.8  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (18-52:130-170) 
 
                            10        20         30             40  
PAT___              VESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
              50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
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       : .:  : : .                             
gi|292 LHKDQIVVLSDDDRCQGSRD                    
     160       170                             
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (18-52:131-171) 
 
                            10        20         30             40  
PAT___              VESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
              50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
       : .:  : : .                             
gi|312 LHKDQIVVLSDDDRCQGSRD                    
              170       180                    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (15-66:29-80) 
 
                             10        20        30        40       
PAT___               VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
          50        60        70        80                          
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                          
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (26-54:271-299) 
 
                    10        20        30        40        50      
PAT___      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
          60        70        80                                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQR                                    
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (2-60:61-124) 
 
                                            10             20       
PAT___                              VESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
         30         40        50        60        70        80      
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR      
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
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>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (2-44:61-109) 
 
                                            10        20        30  
PAT___                              VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                    40        50        60        70        80      
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR      
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (6-70:95-169) 
 
                                        10        20            30  
PAT___                          VESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                 40           50        60        70        80      
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR      
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (15-40:50-75) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (15-66:57-108) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (15-66:80-131) 
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                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.7  bits: 21.2 E():   31 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (42-78:202-237) 
 
              20        30        40        50        60        70  
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
              80                                                    
PAT___ WHDVGFWQR                                                    
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.9 E():   31 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (4-22:174-192) 
 
                                          10        20        30    
PAT___                            VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
            40        50        60        70        80         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR         
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.5  bits: 19.9 E():   32 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (4-34:175-199) 
 
                                          10        20        30    
PAT___                            VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
            40        50        60        70        80              
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR              
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (26-54:270-298) 
 
                    10        20        30        40        50      
PAT___      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
          60        70        80                                    
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PAT___ YTARGTLRAAGYKHGGWHDVGFWQR                                    
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (27-71:17-69) 
 
               10        20        30        40           50        
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-- 
                                 :  :. .:.:.. .:.  :    :  :.:  :   
gi|117           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKD 
                         10        20        30        40        50 
 
             60        70        80                                 
PAT___ ---YTARGTLRAAGYKHGGWHDVGFWQR                                 
            . :. . :.   ::                                          
gi|117 INELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLF 
               60        70        80        90       100       110 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.2  bits: 19.6 E():   33 
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Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (27-48:98-119) 
 
                   10        20        30        40        50       
PAT___     VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
         60        70        80                                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQR                                     
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (27-48:99-120) 
 
                   10        20        30        40        50       
PAT___     VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
         60        70        80                                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQR                                     
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (30-62:12-45) 
 
               10        20        30        40         50          
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTAR 
                                    :. .. . ..::::   :  : :   :     
gi|301                   NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN 
                                 10        20        30        40   
 
      60        70        80                                        
PAT___ GTLRAAGYKHGGWHDVGFWQR                                        
       : .                                                          
gi|301 GLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQN 
             50        60        70        80        90       100   
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (6-70:95-169) 
 
                                        10        20            30  
PAT___                          VESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                 40           50        60        70        80      
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR      
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (10-48:187-222) 
 
                                    10        20        30          
PAT___                      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
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                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
      40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
         ::.  ::                                 
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY           
           220       230       240               
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (15-65:255-310) 
 
                               10        20        30               
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
      40        50        60        70        80                    
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                    
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
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gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (33-47:11-25) 
 
             10        20        30        40        50        60   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
             70        80                                           
PAT___ RAAGYKHGGWHDVGFWQR                                           
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (33-47:11-25) 
 
             10        20        30        40        50        60   
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
             70        80                                           
PAT___ RAAGYKHGGWHDVGFWQR                                           
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.3  bits: 18.3 E():   41 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (27-71:17-69) 
 
               10        20        30        40           50        
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-- 
                                 :  :. .:.:.. .:.  :    :  :.:  :   
gi|215           MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKD 
                         10        20        30        40        50 
 
             60        70        80                                 
PAT___ ---YTARGTLRAAGYKHGGWHDVGFWQR                                 
            . :. . :.   ::                                          
gi|215 INELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLF 
               60        70        80        90       100       110 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.3  bits: 18.3 E():   42 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (29-59:35-67) 
 
                 10        20        30           40        50      
PAT___   VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          60        70        80                         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQR                         
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.3  bits: 18.3 E():   42 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (29-59:35-67) 
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                 10        20        30           40        50      
PAT___   VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          60        70        80                         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQR                         
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (15-53:35-72) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (27-45:44-62) 
 
                   10        20        30        40        50       
PAT___     VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
         60        70        80                                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQR                                     
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.6  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (24-47:104-126) 
 
                      10        20        30        40        50    
PAT___        VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
            60        70        80                                  
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQR                                  
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (15-66:68-119) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           50        60        70        80                         
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PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (30-58:203-231) 
 
                10        20        30        40        50          
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
      60        70        80                                        
PAT___ GTLRAAGYKHGGWHDVGFWQR                                        
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (10-48:250-285) 
 
                                    10        20        30          
PAT___                      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
      40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
         ::.  ::                                 
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY           
        280       290       300                  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:91-116) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (16-39:92-117) 
 
                              10        20          30        40    
PAT___                VESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR   
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (30-58:203-231) 
 
                10        20        30        40        50          
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
      60        70        80                                        
PAT___ GTLRAAGYKHGGWHDVGFWQR                                        
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (13-45:18-50) 
 
                    10        20        30        40        50      
PAT___      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQR                                    
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.9  bits: 20.5 E():   49 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (42-78:202-237) 
 
              20        30        40        50        60        70  
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
              80                                                    
PAT___ WHDVGFWQR                                                    
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
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>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (25-74:87-132) 
 
                     10        20        30        40        50     
PAT___       VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
           60        70        80                                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQR                                   
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (15-66:92-143) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (15-66:93-144) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.9 E():   55 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (4-22:138-156) 
 
                                          10        20        30    
PAT___                            VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
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gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
            40        50        60        70        80         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR         
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (21-50:3-32) 
 
               10        20        30        40        50        60 
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                           :. .: ..   : ..: .. .::.. .:..           
gi|139                   MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDTIY 
                                 10        20        30        40   
 
               70        80                                         
PAT___ TLRAAGYKHGGWHDVGFWQR                                         
                                                                    
gi|139 DRTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKRLF 
             50        60        70        80        90       100   
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.6  bits: 18.9 E():   59 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (56-77:147-168) 
 
          30        40        50        60        70        80      
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR      
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (52-64:106-118) 
 
              30        40        50        60        70        80  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR  
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (15-46:238-268) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.8 E():   64 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (4-22:175-193) 
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                                          10        20        30    
PAT___                            VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
            40        50        60        70        80         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR         
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (9-33:222-246) 
 
                                     10        20        30         
PAT___                       VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
       40        50        60        70        80                   
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                   
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 19.1 E():   69 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (14-58:226-270) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
            50        60        70        80                        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                        
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (14-67:184-238) 
 
                                10        20        30        40    
PAT___                  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
              50         60        70        80                     
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQR                     
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (30-62:116-149) 
 
                10        20        30        40         50         
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
       60        70        80                                       
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PAT___ RGTLRAAGYKHGGWHDVGFWQR                                       
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:118-134) 
 
                10        20        30        40        50          
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
      60        70        80                                        
PAT___ GTLRAAGYKHGGWHDVGFWQR                                        
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (30-62:119-152) 
 
                10        20        30        40         50         
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
       60        70        80                                       
PAT___ RGTLRAAGYKHGGWHDVGFWQR                                       
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.7  bits: 21.0 E():   74 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (31-68:160-196) 
 
               10        20        30        40        50        60 
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
               70        80                                         
PAT___ TLRAAGYKHGGWHDVGFWQR                                         
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (43-80:228-271) 
 
             20        30        40        50        60        70   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                   80                         
PAT___ W----HD-VGFWQR                         
       :    .: .::..:                         
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
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Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (43-80:228-271) 
 
             20        30        40        50        60        70   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
                   80                         
PAT___ W----HD-VGFWQR                         
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (10-48:316-351) 
 
                                    10        20        30          
PAT___                      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
      40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
         ::   ::                                 
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY           
            350       360       370              
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (15-66:76-127) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (70-80:99-109) 
 
      40        50        60        70        80                    
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                    
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (52-75:66-87) 
 
              30        40        50        60        70        80  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR  
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
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>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (52-75:66-87) 
 
              30        40        50        60        70        80  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR  
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.2 E():   81 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (26-58:49-81) 
 
                    10        20        30        40        50      
PAT___      VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
          60        70        80     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQR     
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:154-170) 
 
                10        20        30        40        50          
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      60        70        80                                        
PAT___ GTLRAAGYKHGGWHDVGFWQR                                        
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:154-170) 
 
                10        20        30        40        50          
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      60        70        80                                        
PAT___ GTLRAAGYKHGGWHDVGFWQR                                        
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (44-56:113-125) 
 
            20        30        40        50        60        70    
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
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            80                    
PAT___ DVGFWQR                    
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (44-56:113-125) 
 
            20        30        40        50        60        70    
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
            80                    
PAT___ DVGFWQR                    
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (27-60:24-57) 
 
               10        20        30        40        50        60 
PAT___ VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                 :.: . : . :.. :   : . .. : :     : 
gi|207    MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSG 
                  10        20        30        40        50        
 
               70        80                                 
PAT___ TLRAAGYKHGGWHDVGFWQR                                 
                                                            
gi|207 YIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
        60        70        80        90       100          
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (3-24:124-147) 
 
                                           10          20        30 
PAT___                             VESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               40        50        60        70        80           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR           
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (15-66:91-142) 
 
                               10        20        30        40     
PAT___                 VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           50        60        70        80                         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                         
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (3-24:124-147) 
 
                                           10          20        30 
PAT___                             VESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               40        50        60        70        80           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR           
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (3-24:124-147) 
 
                                           10          20        30 
PAT___                             VESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
               40        50        60        70        80           
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR           
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.5 E():   87 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (30-62:162-195) 
 
                10        20        30        40         50         
PAT___  VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
       60        70        80                                       
PAT___ RGTLRAAGYKHGGWHDVGFWQR                                       
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (8-34:11-36) 
 
                  10        20        30        40        50        
PAT___    VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
        60        70        80                                      
PAT___ ARGTLRAAGYKHGGWHDVGFWQR                                      
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (7-29:182-206) 
 
                                       10           20        30    
PAT___                         VESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
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gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
            40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
                                                       
gi|162 PKTKVIPYVRYL                                    
              220                                      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (38-46:32-40) 
 
        10        20        30        40        50        60        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
        70        80                                                
PAT___ KHGGWHDVGFWQR                                                
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (38-46:32-40) 
 
        10        20        30        40        50        60        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
        70        80                                                
PAT___ KHGGWHDVGFWQR                                                
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (40-46:9-15) 
 
      10        20        30        40        50        60          
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
      70        80                                                  
PAT___ GGWHDVGFWQR                                                  
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:105-131) 
 
              30        40        50        60        70        80  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR  
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
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 initn:  37 init1:  37 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:105-131) 
 
              30        40        50        60        70        80  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR  
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (11-44:237-273) 
 
                                   10        20        30           
PAT___                     VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
        40        50        60        70        80                  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                  
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.6 E():   96 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (38-74:1-37) 
 
        10        20        30        40        50        60        
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
        70        80 
PAT___ KHGGWHDVGFWQR 
         ::  :       
gi|999 LIGGLXDXXAIV  
               40    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   96 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (8-32:30-54) 
 
                                     10        20        30         
PAT___                       VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       40        50        60        70        80 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 
                                                  
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ  
               70        80        90       100   
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
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PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
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Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
PAT___                          VESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
          40        50        60        70        80                
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR                
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:50 2011 done: Wed Jan 19 14:40:51 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 88  - 167 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     2     0:= 
  26     0     0: 
  28     1     0:= 
  30     6     2:*= 
  32    14     8:==*== 
  34    52    21:======*=========== 
  36    70    44:==============*========= 
  38    73    73:========================* 
  40    89   102:==============================   * 
  42    89   124:==============================           * 
  44    95   137:================================             * 
  46   109   140:=====================================         * 
  48   179   134:============================================*=============== 
  50   115   122:======================================= * 
  52   124   107:===================================*====== 
  54    95    92:==============================*= 
  56    85    77:=========================*=== 
  58    40    63:==============      * 
  60    51    51:================* 
  62    33    41:===========  * 
  64    17    32:======    * 
  66    26    26:========* 
  68    26    20:======*== 
  70     9    16:===  * 
  72    24    12:===*==== 
  74    16    10:===*== 
  76    16     7:==*=== 
  78     6     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     4     0:==        *==== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63890.00309; mu= 6.7336 0.159 
 mean_var=27.9634 6.842, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.242538 
 Kolmogorov-Smirnov  statistic: 0.0464 (N=29) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.5    0.02 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.6   0.072 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.6   0.075 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.6   0.077 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.9    0.13 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.9    0.13 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.8    0.48 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.53 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.8    0.54 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.8    0.54 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.5    0.68 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.8     1.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.6 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7       5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.1 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.0     5.5 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.6 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.6 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.7     8.7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6     9.6 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6     9.6 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.1      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.3      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.8      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.7      13 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.5      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.6      20 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   47 20.3      21 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.1      22 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.1      22 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.3      23 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      23 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      25 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 19.0      26 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.6      26 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.6      26 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.6      27 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      27 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.3      28 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|281552898|emb|CAM31909.1| bet v 1 related aller ( 157)   44 19.3      29 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.3      30 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.5      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      30 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      30 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.1      31 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.9      31 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.9      31 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      32 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.6      33 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      36 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      37 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.6      37 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      38 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.3      41 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.5      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.6      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.6      41 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.3      41 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.3      41 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      44 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      46 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.6      48 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      48 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.6      48 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.6      48 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.6      48 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.6      48 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.6      48 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.6      48 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.6      48 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.6      48 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      49 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.4      50 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      51 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.2      52 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.9      54 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.5      56 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   41 18.2      58 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   41 18.2      58 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.9      58 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      61 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      64 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      65 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      66 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      70 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      71 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      72 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      74 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      76 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      76 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      78 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.2      79 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.3      80 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      81 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      81 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      81 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.9      81 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.9      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      82 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      82 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.5      84 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.5      84 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.9      86 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      87 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      87 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.2      87 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      88 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      90 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.7      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      95 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      95 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   39 17.5      97 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   39 17.5      97 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   39 17.5      97 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   39 17.5      97 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   39 17.5      97 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   39 17.5      97 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   39 17.5      97 
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gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   39 17.5      97 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   39 17.5      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 133.0  bits: 29.5 E(): 0.02 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (5-45:16-57) 
 
                          10        20        30         40         
PAT___            ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                             
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 123.0  bits: 28.6 E(): 0.072 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (13-65:81-133) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.7  bits: 28.6 E(): 0.075 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (13-65:92-144) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.4  bits: 28.6 E(): 0.077 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (13-65:99-151) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.7  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (13-65:98-150) 
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                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.7  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (13-65:98-150) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 108.1  bits: 25.8 E(): 0.48 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (14-76:69-135) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
            50        60            70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRD                    
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.5  bits: 25.8 E(): 0.53 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (14-70:17-74) 
 
                  10        20        30        40          50      
PAT___    ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
          60        70        80                                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRD                                    
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.3  bits: 25.8 E(): 0.54 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (14-76:93-159) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
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             70        80        90       100       110       120   
 
            50        60            70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRD                    
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.3  bits: 25.8 E(): 0.54 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (14-76:93-159) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            50        60            70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRD                    
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.4  bits: 25.5 E(): 0.68 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (14-76:93-159) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
            50        60            70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRD                    
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.7  bits: 24.8 E():  1.1 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (16-79:98-164) 
 
                              10        20        30         40     
PAT___                ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
            50         60        70        80                       
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRD                       
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.8  bits: 24.4 E():  1.6 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (14-70:50-107) 
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                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
              50        60        70        80                      
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                      
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (12-44:3-35) 
 
               10        20        30        40        50        60 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                  ::.  ..:.. ::   .: .:....... . .:                 
gi|226          MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQA 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ LRAAGYKHGGWHDVGFWQRD                                         
                                                                    
gi|226 QRQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQ 
              60        70        80        90       100       110  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.7  bits: 21.7 E():  5.1 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (32-63:70-105) 
 
              10        20        30        40          50          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
        60        70        80                              
PAT___ RGTLRAAGYKHGGWHDVGFWQRD                              
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.2  bits: 23.0 E():  5.5 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (31-71:67-113) 
 
               10        20        30        40               50    
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
            60        70        80                                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRD                                  
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.7  bits: 22.9 E():  8.6 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (24-48:144-168) 
 
                      10        20        30        40        50    
PAT___        ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
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            60        70        80                                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRD                                  
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.7  bits: 22.9 E():  8.6 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (24-48:144-168) 
 
                      10        20        30        40        50    
PAT___        ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
            60        70        80                                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRD                                  
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 21.7 E():  8.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (14-65:68-119) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
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 initn:  56 init1:  56 opt:  59  Z-score: 83.8  bits: 24.1 E():   11 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (23-74:481-539) 
 
                       10        20        30        40             
PAT___         ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
          50        60        70        80                          
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                          
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.3  bits: 21.3 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (7-40:97-129) 
 
                                       10        20        30       
PAT___                         ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
         40        50        60        70        80                 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                 
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.6  bits: 22.8 E():   13 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (7-73:183-242) 
 
                                       10        20        30       
PAT___                         ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
         40        50        60        70        80                 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                 
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 82.3  bits: 19.7 E():   13 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (3-15:63-75) 
 
                                           10        20        30   
PAT___                             ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
             40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                                        
gi|387 TIPR                                             
                                                        
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.7  bits: 22.5 E():   16 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (7-73:183-242) 
 
                                       10        20        30       
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PAT___                         ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
         40        50        60        70        80                 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                 
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 21.9 E():   17 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (13-80:83-155) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
                50            60        70        80                
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRD                
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 47; 53.8% identity (76.9% similar) in 13 aa overlap (3-15:36-48) 
 
                                           10        20        30   
PAT___                             ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :.:. :::: . :                  
gi|142 DWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLYDPTY 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD             
                                                                    
gi|142 KCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRYRAGD 
          70        80        90       100       110       120      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.4  bits: 22.1 E():   22 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (65-79:656-670) 
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
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                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.4  bits: 18.1 E():   22 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (66-71:45-50) 
 
          40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :..:::          
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG         
           20        30        40        50          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 20.3 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (14-65:69-120) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (15-67:92-138) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
             50        60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD          
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (14-76:92-157) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
            50        60            70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRD                    
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (63-79:16-32) 
 
             40        50        60        70        80             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD             
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (17-51:128-168) 
 
                             10        20         30             40 
PAT___               ESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
               50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
       : .:  : : .                              
gi|292 LHKDQIVVLSDDDRCQGSRD                     
       160       170                            
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (17-51:130-170) 
 
                             10        20         30             40 
PAT___               ESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
               50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
       : .:  : : .                              
gi|292 LHKDQIVVLSDDDRCQGSRD                     
     160       170                              
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.8  bits: 19.6 E():   27 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (17-51:131-171) 
 
                             10        20         30             40 
PAT___               ESTVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
               50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
       : .:  : : .                              
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gi|312 LHKDQIVVLSDDDRCQGSRD                     
              170       180                     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (14-65:29-80) 
 
                              10        20        30         40     
PAT___                ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
           50        60        70        80                         
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                         
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 63; 26.2% identity (64.6% similar) in 65 aa overlap (1-59:61-124) 
 
                                             10             20      
PAT___                               ESTVYVSHRHQ-----RLGLGSTLYTHLLK 
                                     :.: :.. ...     . ::: : :: .   
gi|186 FPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGG 
               40        50        60        70        80           
 
          30         40        50        60        70        80     
PAT___ SMEAQGFKSVVA-VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD     
       .. ..:..:::   . .:.: .  ....  :...:                          
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
gi|186 YLLAN 
     150     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (25-53:271-299) 
 
                     10        20        30        40        50     
PAT___       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
           60        70        80                                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRD                                   
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|281552898|emb|CAM31909.1| bet v 1 related allergen   (157 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 44; 22.4% identity (61.2% similar) in 49 aa overlap (1-43:61-109) 
 
                                             10        20        30 
PAT___                               ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ 
                                     :..:. : .:.  :: .  .:.  . .:.  
gi|281 IPKALPHAITGVQTLEGDGGVGTIKLTTFGEGSVHKSVKHRIDGLDKENFTYSYSIIEGG 
               40        50        60        70        80        90 
 
                     40        50        60        70        80     
PAT___ G---FKSV---VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD     
       .   :.:.   . ... :.                                          
gi|281 ALDVFESISYHIKIVATPDGGCICKNRSIYTPKCDAQVSEEEIKAGKERASGIFKKVEAY 
              100       110       120       130       140       150 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (14-39:50-75) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (5-69:95-169) 
 
                                         10         20           30 
PAT___                           ESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                    40         50        60        70        80     
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD     
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (14-65:57-108) 
 
                                10        20        30         40   
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   30 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (14-65:80-131) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.6  bits: 21.1 E():   31 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (41-77:202-237) 
 
               20        30        40        50        60        70 
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PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
               80                                                   
PAT___ WHDVGFWQRD                                                   
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.9 E():   31 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (3-21:174-192) 
 
                                           10        20        30   
PAT___                             ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
             40        50        60        70        80        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD        
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.5  bits: 19.9 E():   31 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (3-33:175-199) 
 
                                           10        20        30   
PAT___                             ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
             40        50        60        70        80             
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD             
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (26-70:17-69) 
 
               10        20        30        40           50        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG--- 
                                :  :. .:.:.. .:.  :    :  :.:  :    
gi|117          MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDI 
                        10        20        30        40        50  
 
             60        70        80                                 
PAT___ --YTARGTLRAAGYKHGGWHDVGFWQRD                                 
           . :. . :.   ::                                           
gi|117 NELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
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       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (25-53:270-298) 
 
                     10        20        30        40        50     
PAT___       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
           60        70        80                                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRD                                   
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.2  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (26-47:98-119) 
 
                    10        20        30        40        50      
PAT___      ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
          60        70        80                                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRD                                    
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.2  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (26-47:99-120) 
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                    10        20        30        40        50      
PAT___      ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
          60        70        80                                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRD                                    
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.6 E():   36 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (29-61:12-45) 
 
               10        20        30        40         50          
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARG 
                                   :. .. . ..::::   :  : :   :    : 
gi|301                  NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGING 
                                10        20        30        40    
 
      60        70        80                                        
PAT___ TLRAAGYKHGGWHDVGFWQRD                                        
        .                                                           
gi|301 LIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNL 
            50        60        70        80        90       100    
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (5-69:95-169) 
 
                                         10         20           30 
PAT___                           ESTVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
                    40         50        60        70        80     
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD     
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.1  bits: 19.6 E():   37 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (9-47:187-222) 
 
                                     10        20        30         
PAT___                       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
       40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
         ::.  ::                                  
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY            
           220       230       240                
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
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gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (14-64:255-310) 
 
                                10        20        30              
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
       40        50        60        70        80                   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                   
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (26-70:17-69) 
 
               10        20        30        40           50        
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG--- 
                                :  :. .:.:.. .:.  :    :  :.:  :    
gi|215          MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDI 
                        10        20        30        40        50  
 
             60        70        80                                 
PAT___ --YTARGTLRAAGYKHGGWHDVGFWQRD                                 
           . :. . :.   ::                                           
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
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              130       140       150       160       170       180 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (32-46:11-25) 
 
              10        20        30        40        50        60  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
              70        80                                          
PAT___ RAAGYKHGGWHDVGFWQRD                                          
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (32-46:11-25) 
 
              10        20        30        40        50        60  
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
              70        80                                          
PAT___ RAAGYKHGGWHDVGFWQRD                                          
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (28-58:35-67) 
 
                  10        20        30           40        50     
PAT___    ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           60        70        80                        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRD                        
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (28-58:35-67) 
 
                  10        20        30           40        50     
PAT___    ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           60        70        80                        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRD                        
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (14-52:35-72) 
 
                                10        20        30        40    
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PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.2 E():   44 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (26-44:44-62) 
 
                    10        20        30        40        50      
PAT___      ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
          60        70        80                                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRD                                    
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.5 E():   46 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (23-46:104-126) 
 
                       10        20        30        40        50   
PAT___         ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
             60        70        80                                 
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRD                                 
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (14-65:68-119) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:91-116) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
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gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (29-57:203-231) 
 
                 10        20        30        40        50         
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
       60        70        80                                       
PAT___ GTLRAAGYKHGGWHDVGFWQRD                                       
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
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                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (15-38:92-117) 
 
                               10          20        30        40   
PAT___                 ESTVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD  
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (9-47:250-285) 
 
                                     10        20        30         
PAT___                       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2858



 

 

       40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
         ::.  ::                                  
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY            
        280       290       300                   
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (12-44:18-50) 
 
                     10        20        30        40        50     
PAT___       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRD                                   
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (29-57:203-231) 
 
                 10        20        30        40        50         
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
       60        70        80                                       
PAT___ GTLRAAGYKHGGWHDVGFWQRD                                       
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.8  bits: 20.4 E():   50 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (41-77:202-237) 
 
               20        30        40        50        60        70 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
               80                                                   
PAT___ WHDVGFWQRD                                                   
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (24-73:87-132) 
 
                      10        20        30        40        50    
PAT___        ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
            60        70        80                                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRD                                  
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (14-65:92-143) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (14-65:93-144) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (3-21:138-156) 
 
                                           10        20        30   
PAT___                             ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
             40        50        60        70        80        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD        
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (20-49:3-32) 
 
               10        20        30        40        50        60 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                          :. .: ..   : ..: .. .::.. .:..            
gi|139                  MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDTIYD 
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                                10        20        30        40    
 
               70        80                                         
PAT___ LRAAGYKHGGWHDVGFWQRD                                         
                                                                    
gi|139 RTRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKRLFA 
            50        60        70        80        90       100    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 41; 30.0% identity (60.0% similar) in 30 aa overlap (51-80:105-134) 
 
               30        40        50        60        70        80 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
gi|209 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 41; 30.0% identity (60.0% similar) in 30 aa overlap (51-80:105-134) 
 
               30        40        50        60        70        80 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
gi|131 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (55-76:147-168) 
 
           30        40        50        60        70        80     
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD     
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (51-63:106-118) 
 
               30        40        50        60        70        80 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.8 E():   64 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (3-21:175-193) 
 
                                           10        20        30   
PAT___                             ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
             40        50        60        70        80        
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PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD        
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (14-45:238-268) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (8-32:222-246) 
 
                                      10        20        30        
PAT___                        ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
        40        50        60        70        80                  
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                  
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (13-57:226-270) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
             50        60        70        80                       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                       
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (29-61:116-149) 
 
                 10        20        30        40         50        
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
        60        70        80                                      
PAT___ RGTLRAAGYKHGGWHDVGFWQRD                                      
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.0  bits: 19.4 E():   72 
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Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (13-66:184-238) 
 
                                 10        20        30        40   
PAT___                   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                50        60        70        80                    
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRD                    
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:118-134) 
 
                 10        20        30        40        50         
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
       60        70        80                                       
PAT___ GTLRAAGYKHGGWHDVGFWQRD                                       
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (29-61:119-152) 
 
                 10        20        30        40         50        
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
        60        70        80                                      
PAT___ RGTLRAAGYKHGGWHDVGFWQRD                                      
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (42-79:228-271) 
 
              20        30        40        50        60         70 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                    80                        
PAT___ W----HD-VGFWQRD                        
       :    .: .::..:                         
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (42-79:228-271) 
 
              20        30        40        50        60         70 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
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                    80                        
PAT___ W----HD-VGFWQRD                        
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (9-47:316-351) 
 
                                     10        20        30         
PAT___                       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
       40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
         ::   ::                                  
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY            
            350       360       370               
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.5  bits: 21.0 E():   76 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (30-67:160-196) 
 
                10        20        30        40        50          
PAT___  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
      60        70        80                                        
PAT___ TLRAAGYKHGGWHDVGFWQRD                                        
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (14-65:76-127) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.2 E():   79 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (69-79:99-109) 
 
       40        50        60        70        80                   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                   
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (25-57:49-81) 
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                     10        20        30        40        50     
PAT___       ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
           60        70        80    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRD    
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (51-74:66-87) 
 
               30        40        50        60        70        80 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (51-74:66-87) 
 
               30        40        50        60        70        80 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.2 E():   81 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (26-59:24-57) 
 
               10        20        30        40        50        60 
PAT___ ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGT 
                                :.: . : . :.. :   : . .. : :     :  
gi|207   MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGY 
                 10        20        30        40        50         
 
               70        80                                
PAT___ LRAAGYKHGGWHDVGFWQRD                                
                                                           
gi|207 IEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (43-55:113-125) 
 
             20        30        40        50        60        70   
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
             80                   
PAT___ DVGFWQRD                   
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
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>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (43-55:113-125) 
 
             20        30        40        50        60        70   
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
             80                   
PAT___ DVGFWQRD                   
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:154-170) 
 
                 10        20        30        40        50         
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       60        70        80                                       
PAT___ GTLRAAGYKHGGWHDVGFWQRD                                       
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:154-170) 
 
                 10        20        30        40        50         
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       60        70        80                                       
PAT___ GTLRAAGYKHGGWHDVGFWQRD                                       
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (2-23:124-147) 
 
                                            10          20          
PAT___                              ESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      30        40        50        60        70        80          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD          
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (2-23:124-147) 
 
                                            10          20          
PAT___                              ESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
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gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      30        40        50        60        70        80          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD          
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (14-65:91-142) 
 
                                10        20        30        40    
PAT___                  ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            50        60        70        80                        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                        
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (2-23:124-147) 
 
                                            10          20          
PAT___                              ESTVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
      30        40        50        60        70        80          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD          
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (7-33:11-36) 
 
                   10        20        30        40        50       
PAT___     ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
         60        70        80                                     
PAT___ ARGTLRAAGYKHGGWHDVGFWQRD                                     
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.5 E():   87 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (29-61:162-195) 
 
                 10        20        30        40         50        
PAT___   ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
        60        70        80                                      
PAT___ RGTLRAAGYKHGGWHDVGFWQRD                                      
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
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             200       210       220       230       240       250  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (37-45:32-40) 
 
         10        20        30        40        50        60       
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
         70        80                                               
PAT___ KHGGWHDVGFWQRD                                               
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (6-28:182-206) 
 
                                        10           20        30   
PAT___                          ESTVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
             40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                                        
gi|162 PKTKVIPYVRYL                                     
              220                                       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (37-45:32-40) 
 
         10        20        30        40        50        60       
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
         70        80                                               
PAT___ KHGGWHDVGFWQRD                                               
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (39-45:9-15) 
 
       10        20        30        40        50        60         
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
       70        80                                                 
PAT___ GGWHDVGFWQRD                                                 
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 15.7 E():   93 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (37-73:1-37) 
 
         10        20        30        40        50        60       
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PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
         70        80 
PAT___ KHGGWHDVGFWQRD 
         ::  :        
gi|999 LIGGLXDXXAIV   
               40     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (7-31:30-54) 
 
                                      10        20        30        
PAT___                        ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        40        50        60        70        80 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                                   
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ   
               70        80        90       100    
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (10-43:237-273) 
 
                                    10        20        30          
PAT___                      ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
         40        50        60        70        80                 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD                 
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|134 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|134 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
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gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|886 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|886 EKISYETKLVACGSGATIKSISHYHPKGNIEIKEEHVKVGKEKGHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKAKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|165 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|165 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKGHPD 
        100       110       120       130       140       150       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
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                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|753 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|753 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKVGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|459 ENISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
PAT___                           ESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     ::.:: . .  .:  :.. :           
gi|459 QAIKQAEILEGNGGPGTIKKITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
           40        50        60        70        80               
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD               
                                                                    
gi|459 EKISYETKLVACGSGSTIKSISHYHTKGNIEIKEEHVKAGKEKAHGLFKLIESYLKDHPD 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:51 2011 done: Wed Jan 19 14:40:51 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 89  - 168 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     2     0:= 
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  28     0     0: 
  30     6     2:*= 
  32    17     8:=*=== 
  34    46    21:=====*====== 
  36    70    44:==========*======= 
  38    74    73:==================* 
  40    96   102:======================== * 
  42    90   124:=======================       * 
  44    90   137:=======================           * 
  46   108   140:===========================       * 
  48   182   134:=================================*============ 
  50   114   122:============================= * 
  52   129   107:==========================*====== 
  54    90    92:======================* 
  56    83    77:===================*= 
  58    38    63:==========     * 
  60    55    51:============*= 
  62    31    41:========  * 
  64    20    32:=====  * 
  66    29    26:======*= 
  68    21    20:====*= 
  70    14    16:===* 
  72    21    12:==*=== 
  74    18    10:==*== 
  76    10     7:=*= 
  78     6     6:=* 
  80     1     5:=* 
  82     4     3:* 
  84     5     3:*= 
  86     0     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     4     0:=         *==== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     1     0:=         *= 
>120     4     0:=         *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.77790.00309; mu= 6.0533 0.158 
 mean_var=28.7924 6.927, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.239021 
 Kolmogorov-Smirnov  statistic: 0.0451 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.3   0.023 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.4   0.084 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.4   0.088 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.4   0.091 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.7    0.15 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.7    0.15 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.7    0.55 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.6     0.6 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.6    0.61 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.6    0.61 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.3    0.78 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.6     1.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.2     1.8 
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gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.6     5.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.8     6.1 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   55 22.8     6.4 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   55 22.8     6.4 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.5     9.4 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.7     9.6 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.7     9.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.5      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.5      10 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.9      13 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.2      13 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.7      14 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.3      18 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.7      18 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.5      21 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.1      22 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   47 20.2      22 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.0      24 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      24 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.9      27 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.1      27 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.1      27 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      28 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      28 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.1      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.7      31 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.4      32 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.8      33 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.1      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      33 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.8      34 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.8      34 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.0      34 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.8      34 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.8      34 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.8      34 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      35 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      35 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.7      35 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.6      38 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      40 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      40 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      40 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.1      40 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      43 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.4      43 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.3      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      47 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   42 18.5      48 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   42 18.5      48 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      50 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.3      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
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gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      51 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.4      51 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      52 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.4      52 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.3      55 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.1      55 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.0      55 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.1      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.1      56 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.8      57 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.4      60 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      62 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      64 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.8      68 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      70 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      72 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.0      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      75 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      76 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      76 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.3      77 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.7      79 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.7      79 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      81 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.4      82 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      83 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      83 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      85 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      85 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      87 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      87 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.0      87 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.0      87 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.4      89 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      89 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      89 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   42 18.4      89 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      90 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      90 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      91 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      91 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      92 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.7      92 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.8  bits: 29.3 E(): 0.023 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (4-44:16-57) 
 
                           10        20        30         40        
PAT___             STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                            
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.8  bits: 28.4 E(): 0.084 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (12-64:81-133) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
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                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.4  bits: 28.4 E(): 0.088 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (12-64:92-144) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.2  bits: 28.4 E(): 0.091 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (12-64:99-151) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.5  bits: 27.7 E(): 0.15 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (12-64:98-150) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.5  bits: 27.7 E(): 0.15 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (12-64:98-150) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
        .: .  :  :. :: :..   :                                      
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gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 107.1  bits: 25.7 E(): 0.55 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (13-75:69-135) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
             50        60            70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDF                   
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 106.5  bits: 25.6 E():  0.6 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (13-69:17-74) 
 
                   10        20        30        40          50     
PAT___     STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
           60        70        80                                   
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDF                                   
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.3  bits: 25.6 E(): 0.61 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (13-75:93-159) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             50        60            70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDF                   
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.3  bits: 25.6 E(): 0.61 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (13-75:93-159) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             50        60            70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDF                   
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
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            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.4  bits: 25.3 E(): 0.78 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (13-75:93-159) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
             50        60            70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDF                   
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 100.7  bits: 24.6 E():  1.3 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (15-78:98-164) 
 
                               10        20        30         40    
PAT___                 STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
             50         60        70        80                      
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDF                      
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 97.9  bits: 24.2 E():  1.8 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (13-69:50-107) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
               50        60        70        80                     
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                     
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (11-43:3-35) 
 
               10        20        30        40        50        60 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                 ::.  ..:.. ::   .: .:....... . .:                  
gi|226         MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQ 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ RAAGYKHGGWHDVGFWQRDF                                         
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gi|226 RQQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQG 
             60        70        80        90       100       110   
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.1  bits: 21.6 E():  5.6 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (31-62:70-105) 
 
               10        20        30        40          50         
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
         60        70        80                             
PAT___ RGTLRAAGYKHGGWHDVGFWQRDF                             
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.4  bits: 22.8 E():  6.1 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (30-70:67-113) 
 
                10        20        30        40               50   
PAT___  STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
             60        70        80                                 
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDF                                 
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 88.0  bits: 22.8 E():  6.4 
Smith-Waterman score: 55; 25.6% identity (45.1% similar) in 82 aa overlap (3-80:219-299) 
 
                                           10        20        30   
PAT___                             STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                     . :.. :   :. :   :. :     .:.. 
gi|212 VADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLR 
      190       200       210       220       230       240         
 
             40        50            60        70        80         
PAT___ SVVAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDF         
       .: : ::  .   :.   :    .::  : .     .. :   : :  . ::         
gi|212 KV-ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQIT 
      250        260       270       280       290       300        
 
gi|212 PMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFG 
       310       320       330       340       350       360        
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 88.0  bits: 22.8 E():  6.4 
Smith-Waterman score: 55; 25.6% identity (45.1% similar) in 82 aa overlap (3-80:219-299) 
 
                                           10        20        30   
PAT___                             STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                     . :.. :   :. :   :. :     .:.. 
gi|833 VADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLR 
      190       200       210       220       230       240         
 
             40        50            60        70        80         
PAT___ SVVAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDF         
       .: : ::  .   :.   :    .::  : .     .. :   : :  . ::         
gi|833 KV-ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQIT 
      250        260       270       280       290       300        
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gi|833 PMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFG 
       310       320       330       340       350       360        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.5 E():  9.4 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (13-64:68-119) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.8  bits: 22.7 E():  9.6 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (23-47:144-168) 
 
                       10        20        30        40        50   
PAT___         STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
             60        70        80                                 
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDF                                 
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.8  bits: 22.7 E():  9.6 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (23-47:144-168) 
 
                       10        20        30        40        50   
PAT___         STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
             60        70        80                                 
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDF                                 
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (13-64:91-142) 
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                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.6  bits: 23.9 E():   13 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (22-73:481-539) 
 
                        10        20        30        40            
PAT___          STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
           50        60        70        80                         
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                         
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (6-39:97-129) 
 
                                        10        20        30      
PAT___                          STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
          40        50        60        70        80                
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (2-14:63-75) 
 
                                            10        20        30  
PAT___                              STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
              40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                                         
gi|387 TIPR                                              
                                                         
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 81.7  bits: 22.7 E():   14 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (6-72:183-242) 
 
                                        10        20        30      
PAT___                          STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
          40        50        60        70        80                
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PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 79.8  bits: 22.3 E():   18 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (6-72:183-242) 
 
                                        10        20        30      
PAT___                          STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
          40        50        60        70        80                
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (12-79:83-155) 
 
                                  10        20        30         40 
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
                 50            60        70        80               
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDF               
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.3  bits: 18.1 E():   22 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (65-70:45-50) 
 
           40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                     :..:::           
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
           20        30        40        50           
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>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 20.2 E():   22 
Smith-Waterman score: 47; 53.8% identity (76.9% similar) in 13 aa overlap (2-14:36-48) 
 
                                            10        20        30  
PAT___                              STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :.:. :::: . :                  
gi|142 DWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLYDPTY 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF            
                                                                    
gi|142 KCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRYRAGD 
          70        80        90       100       110       120      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 22.0 E():   24 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (64-78:656-670) 
 
            40        50        60        70        80              
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF              
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 20.2 E():   24 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (13-64:69-120) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (14-66:92-138) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
              50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF         
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (62-78:16-32) 
 
              40        50        60        70        80            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF            
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
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gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (13-75:92-157) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
             50        60            70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDF                   
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (16-50:128-168) 
 
                              10        20              30          
PAT___                STVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
      40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
       : .:  : : .                               
gi|292 LHKDQIVVLSDDDRCQGSRD                      
       160       170                             
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.4  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (16-50:130-170) 
 
                              10        20              30          
PAT___                STVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
      40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
       : .:  : : .                               
gi|292 LHKDQIVVLSDDDRCQGSRD                      
     160       170                               
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>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.3  bits: 19.5 E():   28 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (16-50:131-171) 
 
                              10        20              30          
PAT___                STVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
      40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
       : .:  : : .                               
gi|312 LHKDQIVVLSDDDRCQGSRD                      
              170       180                      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (13-64:29-80) 
 
                               10        20        30         40    
PAT___                 STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
            50        60        70        80                        
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                        
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (11-58:77-124) 
 
                                   10        20        30           
PAT___                     STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
      40        50        60        70        80         
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF         
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (13-38:50-75) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 20.7 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (24-52:271-299) 
 
                      10        20        30        40        50    
PAT___        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
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gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
            60        70        80                                  
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDF                                  
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (4-68:95-169) 
 
                                          10          20            
PAT___                            STVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
      30             40         50        60        70        80    
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF    
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (13-64:80-131) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (13-64:57-108) 
 
                                 10        20        30         40  
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (25-69:17-69) 
 
               10        20        30        40           50        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG---- 
                               :  :. .:.:.. .:.  :    :  :.:  :     
gi|117         MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDIN 
                       10        20        30        40        50   
 
             60        70        80                                
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PAT___ -YTARGTLRAAGYKHGGWHDVGFWQRDF                                
          . :. . :.   ::                                           
gi|117 ELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (2-20:174-192) 
 
                                            10        20        30  
PAT___                              STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
              40        50        60        70        80       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF       
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (2-32:175-199) 
 
                                            10        20        30  
PAT___                              STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
              40        50        60        70        80            
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF            
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.8  bits: 21.0 E():   34 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (40-76:202-237) 
 
      10        20        30        40        50        60          
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
      70        80                                                  
PAT___ WHDVGFWQRDF                                                  
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
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Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (25-46:98-119) 
 
                     10        20        30        40        50     
PAT___       STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
           60        70        80                                   
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDF                                   
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (25-46:99-120) 
 
                     10        20        30        40        50     
PAT___       STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
           60        70        80                                   
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDF                                   
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (24-52:270-298) 
 
                      10        20        30        40        50    
PAT___        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
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            60        70        80                                  
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDF                                  
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (28-60:12-45) 
 
               10        20        30        40         50          
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARGT 
                                  :. .. . ..::::   :  : :   :    :  
gi|301                 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGL 
                               10        20        30        40     
 
      60        70        80                                        
PAT___ LRAAGYKHGGWHDVGFWQRDF                                        
       .                                                            
gi|301 IDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLR 
           50        60        70        80        90       100     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.6  bits: 19.5 E():   40 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (8-46:187-222) 
 
                                      10        20        30        
PAT___                        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
        40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
         ::.  ::                                   
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY             
           220       230       240                 
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>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (4-68:95-169) 
 
                                          10          20            
PAT___                            STVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
      30             40         50        60        70        80    
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF    
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (25-69:17-69) 
 
               10        20        30        40           50        
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG---- 
                               :  :. .:.:.. .:.  :    :  :.:  :     
gi|215         MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDIN 
                       10        20        30        40        50   
 
             60        70        80                                
PAT___ -YTARGTLRAAGYKHGGWHDVGFWQRDF                                
          . :. . :.   ::                                           
gi|215 ELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
             60        70        80        90       100       110  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (31-45:11-25) 
 
               10        20        30        40        50        60 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
               70        80                                         
PAT___ RAAGYKHGGWHDVGFWQRDF                                         
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (31-45:11-25) 
 
               10        20        30        40        50        60 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                                     : .:..:.:: ..:.                
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
               70        80                                         
PAT___ RAAGYKHGGWHDVGFWQRDF                                         
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (27-57:35-67) 
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                   10        20        30           40        50    
PAT___     STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            60        70        80                       
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDF                       
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (27-57:35-67) 
 
                   10        20        30           40        50    
PAT___     STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            60        70        80                       
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDF                       
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 72.9  bits: 20.3 E():   44 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (13-63:255-310) 
 
                                 10        20             30        
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
        40        50        60        70        80                  
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                  
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (25-43:44-62) 
 
                     10        20        30        40        50     
PAT___       STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
           60        70        80                                   
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PAT___ TARGTLRAAGYKHGGWHDVGFWQRDF                                   
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (13-51:35-72) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 42; 29.0% identity (61.3% similar) in 31 aa overlap (50-80:105-135) 
 
      20        30        40        50        60        70          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
      80                   
PAT___ F                   
       .                   
gi|209 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 42; 29.0% identity (61.3% similar) in 31 aa overlap (50-80:105-135) 
 
      20        30        40        50        60        70          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
      80                   
PAT___ F                   
       .                   
gi|131 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 19.1 E():   50 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (13-64:68-119) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:91-116) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.8  bits: 20.3 E():   50 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (22-45:104-126) 
 
                        10        20        30        40        50  
PAT___          STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
              60        70        80                                
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDF                                
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
             130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (14-37:92-117) 
 
                                10          20        30        40  
PAT___                  STVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                               
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
             130       140       150       160 
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>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (11-43:18-50) 
 
                      10        20        30        40        50    
PAT___        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDF                                  
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (28-56:203-231) 
 
                  10        20        30        40        50        
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
        60        70        80                                      
PAT___ GTLRAAGYKHGGWHDVGFWQRDF                                      
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.6  bits: 19.4 E():   52 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (8-46:250-285) 
 
                                      10        20        30        
PAT___                        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
        40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
         ::.  ::                                   
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY             
        280       290       300                    
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (28-56:203-231) 
 
                  10        20        30        40        50        
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
        60        70        80                                      
PAT___ GTLRAAGYKHGGWHDVGFWQRDF                                      
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.1  bits: 20.3 E():   55 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (40-76:202-237) 
 
      10        20        30        40        50        60          
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
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gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
      70        80                                                  
PAT___ WHDVGFWQRDF                                                  
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (13-64:92-143) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (23-72:87-132) 
 
                       10        20        30        40        50   
PAT___         STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
             60        70        80                                 
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDF                                 
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (13-64:93-144) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
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              130       140       150       160       170       180 
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.8 E():   57 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (2-20:138-156) 
 
                                            10        20        30  
PAT___                              STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
              40        50        60        70        80       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF       
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (19-48:3-32) 
 
               10        20        30        40        50        60 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                         :. .: ..   : ..: .. .::.. .:..             
gi|139                 MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDTIYDR 
                               10        20        30        40     
 
               70        80                                         
PAT___ RAAGYKHGGWHDVGFWQRDF                                         
                                                                    
gi|139 TRQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKRLFAV 
           50        60        70        80        90       100     
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.2  bits: 18.8 E():   62 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (54-75:147-168) 
 
            30        40        50        60        70        80    
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF    
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (50-62:106-118) 
 
      20        30        40        50        60        70          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
      80                          
PAT___ F                          
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (2-20:175-193) 
 
                                            10        20        30  
PAT___                              STVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
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          150       160       170       180       190       200     
 
              40        50        60        70        80       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF       
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (13-44:238-268) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (7-31:222-246) 
 
                                       10        20        30       
PAT___                         STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
         40        50        60        70        80                 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                 
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 19.0 E():   75 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (12-56:226-270) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
              50        60        70        80                      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                      
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (28-60:116-149) 
 
                  10        20        30        40         50       
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
         60        70        80                                     
PAT___ RGTLRAAGYKHGGWHDVGFWQRDF                                     
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
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>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (28-60:119-152) 
 
                  10        20        30        40         50       
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
         60        70        80                                     
PAT___ RGTLRAAGYKHGGWHDVGFWQRDF                                     
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:118-134) 
 
                  10        20        30        40        50        
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
        60        70        80                                      
PAT___ GTLRAAGYKHGGWHDVGFWQRDF                                      
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (12-65:184-238) 
 
                                  10        20        30        40  
PAT___                    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                 50        60        70        80                   
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                   
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (41-78:228-271) 
 
               20        30        40        50        60           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
      70             80                       
PAT___ W----HD-VGFWQRDF                       
       :    .: .::..:                         
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (41-78:228-271) 
 
               20        30        40        50        60           
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
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                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
      70             80                       
PAT___ W----HD-VGFWQRDF                       
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (8-46:316-351) 
 
                                      10        20        30        
PAT___                        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
        40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
         ::   ::                                   
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY             
            350       360       370                
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (24-56:49-81) 
 
                      10        20        30        40        50    
PAT___        STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
            60        70        80   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDF   
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (13-64:76-127) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (68-78:99-109) 
 
        40        50        60        70        80                  
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                  
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
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>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (25-58:24-57) 
 
               10        20        30        40        50        60 
PAT___ STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTL 
                               :.: . : . :.. :   : . .. : :     :   
gi|207  MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYI 
                10        20        30        40        50          
 
               70        80                               
PAT___ RAAGYKHGGWHDVGFWQRDF                               
                                                          
gi|207 EKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      60        70        80        90       100          
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (38-58:90-112) 
 
        10        20        30        40        50          60      
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
          70        80                                              
PAT___ KHGGWHDVGFWQRDF                                              
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (42-54:113-125) 
 
              20        30        40        50        60        70  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
              80                  
PAT___ DVGFWQRDF                  
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (42-54:113-125) 
 
              20        30        40        50        60        70  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
              80                  
PAT___ DVGFWQRDF                  
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.6  bits: 20.8 E():   85 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (29-66:160-196) 
 
                 10        20        30        40        50         
PAT___   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
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gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
       60        70        80                                       
PAT___ TLRAAGYKHGGWHDVGFWQRDF                                       
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.7 E():   87 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:154-170) 
 
                  10        20        30        40        50        
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        60        70        80                                      
PAT___ GTLRAAGYKHGGWHDVGFWQRDF                                      
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.7 E():   87 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:154-170) 
 
                  10        20        30        40        50        
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        60        70        80                                      
PAT___ GTLRAAGYKHGGWHDVGFWQRDF                                      
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (50-73:66-87) 
 
      20        30        40        50        60        70          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
      80                                                            
PAT___ F                                                            
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (50-73:66-87) 
 
      20        30        40        50        60        70          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
      80                                                            
PAT___ F                                                            
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
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           100       110       120       130       140       150    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (13-64:91-142) 
 
                                 10        20        30        40   
PAT___                   STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             50        60        70        80                       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF                       
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (1-22:124-147) 
 
                                             10          20         
PAT___                               STVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       30        40        50        60        70        80         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF         
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (1-22:124-147) 
 
                                             10          20         
PAT___                               STVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       30        40        50        60        70        80         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF         
                                                                    
gi|273 QKDELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 42; 41.7% identity (66.7% similar) in 24 aa overlap (1-22:124-147) 
 
                                             10          20         
PAT___                               STVYVSHRHQR--LGLGSTLYTHLLKSMEA 
                                     .:.   ::..:  . : :.: :::       
gi|273 KVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQE 
           100       110       120       130       140       150    
 
       30        40        50        60        70        80         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF         
                                                                    
gi|273 QKDELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAE 
           160       170       180       190       200       210    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 17.8 E():   90 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (6-32:11-36) 
 
                    10        20        30        40        50      
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PAT___      STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
          60        70        80                                    
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDF                                    
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (36-44:32-40) 
 
          10        20        30        40        50        60      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
          70        80                                              
PAT___ KHGGWHDVGFWQRDF                                              
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (36-44:32-40) 
 
          10        20        30        40        50        60      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
          70        80                                              
PAT___ KHGGWHDVGFWQRDF                                              
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (5-27:182-206) 
 
                                         10           20        30  
PAT___                           STVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
              40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                                         
gi|162 PKTKVIPYVRYL                                      
              220                                        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (28-60:162-195) 
 
                  10        20        30        40         50       
PAT___    STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
         60        70        80                                     
PAT___+ RGTLRAAGYKHGGWHDVGFWQRDF                                     
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        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 15.7 E():   92 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (36-72:1-37) 
 
          10        20        30        40        50        60      
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
          70        80 
PAT___ KHGGWHDVGFWQRDF 
         ::  :         
gi|999 LIGGLXDXXAIV    
               40      
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (38-44:9-15) 
 
        10        20        30        40        50        60        
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
        70        80                                                
PAT___ GGWHDVGFWQRDF                                                
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   97 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (6-30:30-54) 
 
                                       10        20        30       
PAT___                         STVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
         40        50        60        70        80 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDF 
                                                    
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ    
               70        80        90       100     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:51 2011 done: Wed Jan 19 14:40:51 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 90  - 169 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     2     0:= 
  28     0     0: 
  30     7     2:*== 
  32    14     8:==*== 
  34    45    21:======*======== 
  36    68    44:==============*======== 
  38    81    73:========================*== 
  40    94   102:================================ * 
  42    93   124:===============================          * 
  44    87   137:=============================                * 
  46   113   140:======================================        * 
  48   170   134:============================================*============ 
  50   112   122:======================================  * 
  52   135   107:===================================*========= 
  54    93    92:==============================* 
  56    80    77:=========================*= 
  58    42    63:==============      * 
  60    60    51:================*=== 
  62    25    41:=========    * 
  64    21    32:=======   * 
  66    29    26:========*= 
  68    18    20:======* 
  70    18    16:=====* 
  72    20    12:===*=== 
  74    16    10:===*== 
  76    13     7:==*== 
  78     5     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     4     0:==        *==== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     2     0:=         *== 
 118     0     0:          * 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.84920.00317; mu= 5.7342 0.162 
 mean_var=29.3007 7.051, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.236938 
 Kolmogorov-Smirnov  statistic: 0.0464 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.1   0.025 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.3   0.092 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.3   0.097 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.3     0.1 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.6    0.16 
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gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.6    0.16 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.5     0.6 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.5    0.65 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.5    0.66 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.5    0.66 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.2    0.84 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.5     1.4 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.1     1.9 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   57 23.4     4.2 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   57 23.4     4.2 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.5     5.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.7     6.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.5      10 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.6      10 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.6      10 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.4      11 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.4      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.1      13 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.8      14 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   45 19.6      14 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.6      15 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.2      20 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.6      20 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.4      22 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.0      23 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   47 20.1      23 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.1      26 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      26 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.9      26 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   49 20.7      27 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   49 20.7      27 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   49 20.7      27 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.9      28 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.1      28 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.1      29 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      29 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      29 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.0      31 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      32 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.6      33 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.3      34 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.7      34 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      34 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.0      34 
gi|289740263|gb|ADD18879.1| salivary antigen 5 pre ( 258)   46 19.7      35 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   46 19.7      35 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.7      36 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.7      36 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.7      36 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.4      36 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.9      36 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.4      36 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.6      37 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      41 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      41 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      42 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.0      42 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      44 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      44 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.4      45 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.3      46 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      49 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   42 18.5      49 
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gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   42 18.5      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      52 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      53 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.3      53 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.3      54 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.3      55 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.0      57 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.0      58 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.2      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.0      58 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.9      58 
gi|289742483|gb|ADD19989.1| salivary antigen 5 pre ( 222)   43 18.7      60 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   45 19.3      63 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.7      64 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      66 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.6      70 
gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 prec ( 259)   43 18.7      71 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      73 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      75 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      77 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.0      78 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      79 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      79 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.3      81 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.7      82 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.7      82 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      84 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.0      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.4      85 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      85 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      86 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      87 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      87 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      87 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      90 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      90 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.7      90 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.9      91 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.9      91 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.4      92 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      92 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      92 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.7      93 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      93 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.0      95 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      95 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.3      95 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 131.1  bits: 29.1 E(): 0.025 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (3-43:16-57) 
 
                            10        20        30         40       
PAT___              TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                           
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gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.0  bits: 28.3 E(): 0.092 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (11-63:81-133) 
 
                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 120.7  bits: 28.3 E(): 0.097 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (11-63:92-144) 
 
                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 120.4  bits: 28.3 E():  0.1 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (11-63:99-151) 
 
                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 116.8  bits: 27.6 E(): 0.16 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (11-63:98-150) 
 
                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 116.8  bits: 27.6 E(): 0.16 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (11-63:98-150) 
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                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.5  bits: 25.5 E():  0.6 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (12-74:69-135) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
              50        60            70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFE                  
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 105.8  bits: 25.5 E(): 0.65 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (12-68:17-74) 
 
                    10        20        30          40        50    
PAT___      TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
            60        70        80                                  
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFE                                  
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 105.7  bits: 25.5 E(): 0.66 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (12-74:93-159) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              50        60            70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFE                  
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 105.7  bits: 25.5 E(): 0.66 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (12-74:93-159) 
 
                                  10        20        30        40  
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PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              50        60            70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFE                  
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 103.8  bits: 25.2 E(): 0.84 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (12-74:93-159) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
              50        60            70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFE                  
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 100.1  bits: 24.5 E():  1.4 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (14-77:98-164) 
 
                                10        20        30         40   
PAT___                  TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
              50         60        70        80                     
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFE                     
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 97.3  bits: 24.1 E():  1.9 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (12-68:50-107) 
 
                                  10        20        30            
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
      40        50        60        70        80                    
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                    
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 91.2  bits: 23.4 E():  4.2 
Smith-Waterman score: 57; 25.3% identity (45.8% similar) in 83 aa overlap (2-80:219-300) 
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                                            10        20        30  
PAT___                              TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                     . :.. :   :. :   :. :     .:.. 
gi|833 VADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLR 
      190       200       210       220       230       240         
 
              40        50            60        70        80        
PAT___ SVVAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFE        
       .: : ::  .   :.   :    .::  : .     .. :   : :  . ::.        
gi|833 KV-ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQIT 
      250        260       270       280       290       300        
 
gi|833 PMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFG 
       310       320       330       340       350       360        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 91.2  bits: 23.4 E():  4.2 
Smith-Waterman score: 57; 25.3% identity (45.8% similar) in 83 aa overlap (2-80:219-300) 
 
                                            10        20        30  
PAT___                              TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                     . :.. :   :. :   :. :     .:.. 
gi|212 VADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLR 
      190       200       210       220       230       240         
 
              40        50            60        70        80        
PAT___ SVVAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFE        
       .: : ::  .   :.   :    .::  : .     .. :   : :  . ::.        
gi|212 KV-ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQIT 
      250        260       270       280       290       300        
 
gi|212 PMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFG 
       310       320       330       340       350       360        
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (10-42:3-35) 
 
               10        20        30        40        50        60 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                ::.  ..:.. ::   .: .:....... . .:                   
gi|226        MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQR 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ AAGYKHGGWHDVGFWQRDFE                                         
                                                                    
gi|226 QQNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGE 
            60        70        80        90       100       110    
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (30-61:70-105) 
 
                10        20        30        40          50        
PAT___  TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
          60        70        80                            
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFE                            
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.9  bits: 22.7 E():  6.5 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (29-69:67-113) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2911



 

 

                 10        20        30        40               50  
PAT___   TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
              60        70        80                                
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFE                                
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (12-63:68-119) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (22-46:144-168) 
 
                        10        20        30        40        50  
PAT___          TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
              60        70        80                                
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFE                                
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (22-46:144-168) 
 
                        10        20        30        40        50  
PAT___          TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
              60        70        80                                
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFE                                
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
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PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.2  bits: 21.1 E():   13 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (5-38:97-129) 
 
                                         10        20        30     
PAT___                           TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
           40        50        60        70        80               
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE               
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.0  bits: 23.8 E():   14 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (21-72:481-539) 
 
                         10        20        30        40           
PAT___           TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
            50        60        70        80                        
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                        
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.7  bits: 19.6 E():   14 
Smith-Waterman score: 45; 46.2% identity (84.6% similar) in 13 aa overlap (1-13:63-75) 
 
                                             10        20        30 
PAT___                               TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ..:..::.: : :                  
gi|387 DLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGD 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                          
gi|387 TIPR                                               
                                                          
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 81.1  bits: 22.6 E():   15 
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Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (5-71:183-242) 
 
                                         10        20        30     
PAT___                           TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
           40        50        60        70        80               
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE               
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 79.2  bits: 22.2 E():   20 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (5-71:183-242) 
 
                                         10        20        30     
PAT___                           TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
           40        50        60        70        80               
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE               
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (11-78:83-155) 
 
                                   10        20        30           
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
      40          50            60        70        80              
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFE              
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.1  bits: 18.0 E():   23 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (64-69:45-50) 
 
            40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                     :..:::            
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG           
           20        30        40        50            
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 20.1 E():   23 
Smith-Waterman score: 47; 53.8% identity (76.9% similar) in 13 aa overlap (1-13:36-48) 
 
                                             10        20        30 
PAT___                               TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :.:. :::: . :                  
gi|142 DWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHLYDPTY 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE           
                                                                    
gi|142 KCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGTRYHVSSYNSLRYRAGD 
          70        80        90       100       110       120      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 20.1 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (12-63:69-120) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (13-65:92-138) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
               50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE        
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 21.9 E():   26 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (63-77:656-670) 
 
             40        50        60        70        80             
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE             
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
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>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 49; 41.2% identity (82.4% similar) in 17 aa overlap (65-80:48-64) 
 
           40        50        60         70        80              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFE              
                                     :.: .....: :.: ::              
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 49; 41.2% identity (82.4% similar) in 17 aa overlap (65-80:48-64) 
 
           40        50        60         70        80              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFE              
                                     :.: .....: :.: ::              
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 49; 41.2% identity (82.4% similar) in 17 aa overlap (65-80:48-64) 
 
           40        50        60         70        80              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFE              
                                     :.: .....: :.: ::              
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.5  bits: 18.9 E():   28 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (61-77:16-32) 
 
               40        50        60        70        80           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE           
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (12-74:92-157) 
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                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
              50        60            70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFE                  
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (15-49:128-168) 
 
                               10        20              30         
PAT___                 TVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
       40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
       : .:  : : .                                
gi|292 LHKDQIVVLSDDDRCQGSRD                       
       160       170                              
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.1  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (15-49:130-170) 
 
                               10        20              30         
PAT___                 TVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
       40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
       : .:  : : .                                
gi|292 LHKDQIVVLSDDDRCQGSRD                       
     160       170                                
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.0  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (15-49:131-171) 
 
                               10        20              30         
PAT___                 TVYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
       40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
       : .:  : : .                                
gi|312 LHKDQIVVLSDDDRCQGSRD                       
              170       180                       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (12-63:29-80) 
 
                                10        20        30         40   
PAT___                  TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
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gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
             50        60        70        80                       
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                       
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (10-57:77-124) 
 
                                    10        20        30          
PAT___                      TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
       40        50        60        70        80        
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE        
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (12-37:50-75) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (23-51:271-299) 
 
                       10        20        30        40        50   
PAT___         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
             60        70        80                                 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                                 
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (3-67:95-169) 
 
                                           10          20           
PAT___                             TVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
       30             40         50        60        70        80   
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE   
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
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          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (12-63:80-131) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.8  bits: 18.5 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (24-68:17-69) 
 
               10        20        30        40           50        
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG----- 
                              :  :. .:.:.. .:.  :    :  :.:  :      
gi|117        MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINE 
                      10        20        30        40        50    
 
             60        70        80                               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                               
         . :. . :.   ::                                           
gi|117 LISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
            60        70        80        90       100       110  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (12-63:57-108) 
 
                                  10        20        30         40 
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|289740263|gb|ADD18879.1| salivary antigen 5 precurs  (258 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 46; 36.8% identity (84.2% similar) in 19 aa overlap (1-19:174-192) 
 
                                             10        20        30 
PAT___                               TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DSWYEEVNDCNQGYIDSYPKDYKGPAIGHFTVMVAERNTHMGCAASQYTRSNGFTYFLLA 
           150       160       170       180       190       200    
 
               40        50        60        70        80      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE      
                                                               
gi|289 CNYATTNMMEFPIYKSCSASAQDCKTGKNSKYQNLCSANEKYEVNRWFKDGVEYQ 
           210       220       230       240       250         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.6  bits: 19.7 E():   35 
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Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (1-31:175-199) 
 
                                             10        20        30 
PAT___                               TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     :: :..:. ..: ... ::      ...:: 
gi|289 DKWYEEVKDCNQGYIDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYT------KSNGF 
          150       160       170       180       190               
 
               40        50        60        70        80           
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE           
       :                                                            
gi|289 KYFLMACNYATTNMMDFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGMEY 
      200       210       220       230       240       250         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (24-45:98-119) 
 
                      10        20        30        40        50    
PAT___        TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
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            60        70        80                                  
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFE                                  
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.4  bits: 20.9 E():   36 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (39-75:202-237) 
 
       10        20        30        40        50        60         
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
       70        80                                                 
PAT___ WHDVGFWQRDFE                                                 
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.4 E():   36 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (24-45:99-120) 
 
                      10        20        30        40        50    
PAT___        TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
            60        70        80                                  
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFE                                  
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (23-51:270-298) 
 
                       10        20        30        40        50   
PAT___         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
             60        70        80                                 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                                 
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.5 E():   39 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (27-59:12-45) 
 
               10        20        30        40         50          
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARGTL 
                                 :. .. . ..::::   :  : :   :    : . 
gi|301                NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLI 
                              10        20        30        40      
 
      60        70        80                                        
PAT___ RAAGYKHGGWHDVGFWQRDFE                                        
                                                                    
gi|301 DDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRD 
          50        60        70        80        90       100      
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>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
             130       140       150       160  
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN  
             130       140       150       160  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (7-45:187-222) 
 
                                       10        20        30       
PAT___                         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
         40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
         ::.  ::                                    
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY              
           220       230       240                  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (3-67:95-169) 
 
                                           10          20           
PAT___                             TVYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
       30             40         50        60        70        80   
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE   
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (24-68:17-69) 
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               10        20        30        40           50        
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG----- 
                              :  :. .:.:.. .:.  :    :  :.:  :      
gi|215        MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINE 
                      10        20        30        40        50    
 
             60        70        80                               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                               
         . :. . :.   ::                                           
gi|215 LISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
            60        70        80        90       100       110  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (26-56:35-67) 
 
                    10        20        30           40        50   
PAT___      TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             60        70        80                      
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                      
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (26-56:35-67) 
 
                    10        20        30           40        50   
PAT___      TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             60        70        80                      
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                      
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (30-44:11-25) 
 
               10        20        30        40        50        60 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                    : .:..:.:: ..:.                 
gi|300                    MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIED 
                                  10        20        30        40  
 
               70        80                                         
PAT___ AAGYKHGGWHDVGFWQRDFE                                         
                                                                    
gi|300 INASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNA 
              50        60        70        80        90       100  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (30-44:11-25) 
 
               10        20        30        40        50        60 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                                    : .:..:.:: ..:.                 
gi|300                    MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIED 
                                  10        20        30        40  
 
               70        80                                         
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PAT___ AAGYKHGGWHDVGFWQRDFE                                         
                                                                    
gi|300 VNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNA 
              50        60        70        80        90       100  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (12-62:255-310) 
 
                                  10        20             30       
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
         40        50        60        70        80                 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                 
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.1 E():   48 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (24-42:44-62) 
 
                      10        20        30        40        50    
PAT___        TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
            60        70        80                                  
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFE                                  
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (12-50:35-72) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
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Smith-Waterman score: 42; 29.0% identity (61.3% similar) in 31 aa overlap (49-79:105-135) 
 
       20        30        40        50        60        70         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
       80                  
PAT___ FE                  
       .                   
gi|131 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 29.0% identity (61.3% similar) in 31 aa overlap (49-79:105-135) 
 
       20        30        40        50        60        70         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
       80                  
PAT___ FE                  
       .                   
gi|209 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.1 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (12-63:68-119) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:91-116) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
              130       140       150           
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
             130       140       150       160  
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
             130       140       150       160  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
             130       140       150       160  
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN  
             130       140       150       160  
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN  
             130       140       150       160  
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
             130       140       150       160  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (13-36:92-117) 
 
                                 10          20        30        40 
PAT___                   TVYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN  
             130       140       150       160  
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (10-42:18-50) 
 
                       10        20        30        40        50   
PAT___         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
             60        70        80                                 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE                                 
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.4  bits: 20.2 E():   53 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (21-44:104-126) 
 
                         10        20        30        40        50 
PAT___           TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
               60        70        80                               
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFE                               
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (27-55:203-231) 
 
                   10        20        30        40        50       
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
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gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
         60        70        80                                     
PAT___ GTLRAAGYKHGGWHDVGFWQRDFE                                     
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (7-45:250-285) 
 
                                       10        20        30       
PAT___                         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
         40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
         ::.  ::                                    
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY              
        280       290       300                     
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (27-55:203-231) 
 
                   10        20        30        40        50       
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
         60        70        80                                     
PAT___ GTLRAAGYKHGGWHDVGFWQRDFE                                     
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (12-63:92-143) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (12-63:93-144) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
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            130       140       150       160       170       180   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.7  bits: 20.2 E():   58 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (39-75:202-237) 
 
       10        20        30        40        50        60         
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
       70        80                                                 
PAT___ WHDVGFWQRDFE                                                 
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (22-71:87-132) 
 
                        10        20        30        40        50  
PAT___          TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
              60        70        80                                
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFE                                
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|289742483|gb|ADD19989.1| salivary antigen 5 precurs  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (1-19:138-156) 
 
                                             10        20        30 
PAT___                               TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|289 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
       110       120       130       140       150       160        
 
               40        50        60        70        80      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE      
                                                               
gi|289 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
       170       180       190       200       210       220   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.3 E():   63 
Smith-Waterman score: 45; 23.3% identity (70.0% similar) in 30 aa overlap (18-47:3-32) 
 
               10        20        30        40        50        60 
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PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                        :. .: ..   : ..: .. .::.. .:..              
gi|139                MRYSTVLAALALLGTSAVSVLAALPDQIDVKVKNLTPEDTIYDRT 
                              10        20        30        40      
 
               70        80                                         
PAT___ AAGYKHGGWHDVGFWQRDFE                                         
                                                                    
gi|139 RQVFYQSNLYKGRIEVYNPKTQSHFNVVIDGASSNGDGEQQMSGLSLLTHDNSKRLFAVM 
          50        60        70        80        90       100      
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (53-74:147-168) 
 
             30        40        50        60        70        80   
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE   
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (49-61:106-118) 
 
       20        30        40        50        60        70         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
       80                         
PAT___ FE                         
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.6 E():   70 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (39-80:390-431) 
 
       10        20        30        40        50        60         
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
       70        80                                           
PAT___ WHDVGFWQRDFE                                           
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|8927462|gb|AAF82096.1|AF259957_1 antigen 5 precurso  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 43; 36.8% identity (84.2% similar) in 19 aa overlap (1-19:175-193) 
 
                                             10        20        30 
PAT___                               TVYVSHRHQRLGLGSTLYTHLLKSMEAQGF 
                                     ::.:..:. ..: ... ::            
gi|892 DKWYEEVKDCNQGYIDSYPMNYRGPAIGHFTVMVAERNTHVGCAASEYTKSNGFQYFLMA 
          150       160       170       180       190       200     
 
               40        50        60        70        80      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE      
                                                               
gi|892 CNYATTNMMEFPIYKSCGSSAQDCKSGKNSKYPNLCSPNEKYEVNKWIKNGVEYH 
          210       220       230       240       250          
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>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (12-43:238-268) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (6-30:222-246) 
 
                                        10        20        30      
PAT___                          TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
          40        50        60        70        80                
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (27-59:116-149) 
 
                   10        20        30        40         50      
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
          60        70        80                                    
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFE                                    
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (11-55:226-270) 
 
                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
               50        60        70        80                     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                     
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (27-59:119-152) 
 
                   10        20        30        40         50      
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
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                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
          60        70        80                                    
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFE                                    
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:118-134) 
 
                   10        20        30        40        50       
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
         60        70        80                                     
PAT___ GTLRAAGYKHGGWHDVGFWQRDFE                                     
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (11-64:184-238) 
 
                                   10        20        30        40 
PAT___                     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                  50        60        70        80                  
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                  
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (40-77:228-271) 
 
      10        20        30        40        50        60          
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
           70         80                      
PAT___ W----HD-VGFWQRDFE                      
       :    .: .::..:                         
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (40-77:228-271) 
 
      10        20        30        40        50        60          
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
           70         80                      
PAT___ W----HD-VGFWQRDFE                      
       :    .: .::..:                         
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gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (23-55:49-81) 
 
                       10        20        30        40        50   
PAT___         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
             60        70        80  
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFE  
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (7-45:316-351) 
 
                                       10        20        30       
PAT___                         TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
         40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
         ::   ::                                    
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY              
            350       360       370                 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (12-63:76-127) 
 
                                  10        20        30        40  
PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (24-57:24-57) 
 
               10        20        30        40        50        60 
PAT___ TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
               70        80                              
PAT___ AAGYKHGGWHDVGFWQRDFE                              
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (67-77:99-109) 
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         40        50        60        70        80                 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                 
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 18.1 E():   87 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (37-57:90-112) 
 
         10        20        30        40        50          60     
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
           70        80                                             
PAT___ KHGGWHDVGFWQRDFE                                             
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (41-53:113-125) 
 
               20        30        40        50        60        70 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
               80                 
PAT___ DVGFWQRDFE                 
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (41-53:113-125) 
 
               20        30        40        50        60        70 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
               80                 
PAT___ DVGFWQRDFE                 
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:154-170) 
 
                   10        20        30        40        50       
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         60        70        80                                     
PAT___ GTLRAAGYKHGGWHDVGFWQRDFE                                     
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
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           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:154-170) 
 
                   10        20        30        40        50       
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         60        70        80                                     
PAT___ GTLRAAGYKHGGWHDVGFWQRDFE                                     
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.1  bits: 20.7 E():   90 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (28-65:160-196) 
 
                  10        20        30        40        50        
PAT___    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
        60        70        80                                      
PAT___ TLRAAGYKHGGWHDVGFWQRDFE                                      
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (49-72:66-87) 
 
       20        30        40        50        60        70         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
       80                                                           
PAT___ FE                                                           
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (49-72:66-87) 
 
       20        30        40        50        60        70         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
       80                                                           
PAT___ FE                                                           
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (12-63:91-142) 
 
                                  10        20        30        40  
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PAT___                    TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              50        60        70        80                      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE                      
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (35-43:32-40) 
 
           10        20        30        40        50        60     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
           70        80                                             
PAT___ KHGGWHDVGFWQRDFE                                             
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 17.8 E():   92 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (5-31:11-36) 
 
                     10        20        30        40        50     
PAT___       TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
           60        70        80                                   
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDFE                                   
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 15.7 E():   93 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (35-71:1-37) 
 
           10        20        30        40        50        60     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
           70        80 
PAT___ KHGGWHDVGFWQRDFE 
         ::  :          
gi|999 LIGGLXDXXAIV     
               40       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (35-43:32-40) 
 
           10        20        30        40        50        60     
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
           70        80                                             
PAT___ KHGGWHDVGFWQRDFE                                             
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gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.0 E():   95 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (4-26:182-206) 
 
                                          10           20        30 
PAT___                            TVYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
               40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                          
gi|162 PKTKVIPYVRYL                                       
              220                                         
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (37-43:9-15) 
 
         10        20        30        40        50        60       
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
         70        80                                               
PAT___ GGWHDVGFWQRDFE                                               
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (27-59:162-195) 
 
                   10        20        30        40         50      
PAT___     TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
          60        70        80                                    
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFE                                    
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (5-29:30-54) 
 
                                        10        20        30      
PAT___                          TVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
          40        50        60        70        80 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFE 
                                                     
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ     
               70        80        90       100      
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:51 2011 done: Wed Jan 19 14:40:51 2011 
 Total Scan time:  0.050 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 91  - 170 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     0     0: 
  30     6     2:*= 
  32    13     8:==*== 
  34    46    22:=======*======== 
  36    66    44:==============*======= 
  38    74    73:========================* 
  40    95   102:================================ * 
  42   101   124:==================================       * 
  44    84   137:============================                 * 
  46   121   140:=========================================     * 
  48   156   134:============================================*======= 
  50   119   122:========================================* 
  52   139   107:===================================*=========== 
  54    95    92:==============================*= 
  56    83    77:=========================*== 
  58    37    63:=============       * 
  60    58    51:================*=== 
  62    25    41:=========    * 
  64    23    33:========  * 
  66    30    26:========*= 
  68    21    20:======* 
  70    16    16:=====* 
  72    21    12:===*=== 
  74    14    10:===*= 
  76    10     8:==*= 
  78     5     6:=* 
  80     4     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     4     0:==        *==== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     2     0:=         *== 
 118     0     0:          * 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.88630.0032; mu= 5.5095 0.163 
 mean_var=29.5597 7.135, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.235898 
 Kolmogorov-Smirnov  statistic: 0.0389 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 29.1   0.026 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.2   0.096 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.2     0.1 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.2     0.1 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.5    0.17 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.5    0.17 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.5    0.61 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.5    0.67 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.5    0.68 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.5    0.68 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 25.1    0.86 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.5     1.4 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.1       2 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   59 24.0     2.7 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   59 24.0     2.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.5     5.8 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.5     5.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.7     6.6 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.4      10 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.6      11 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.6      11 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.4      11 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.4      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.1      14 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.7      14 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.5      16 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.3      17 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.3      17 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.3      17 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.6      20 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.2      20 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 18.0      23 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 20.4      23 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.9      23 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      26 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.1      26 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.8      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.9      28 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.0      29 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.0      29 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      29 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      29 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.0      31 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      33 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.6      34 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      34 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.3      34 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.7      34 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.0      35 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.7      36 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.7      36 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.7      36 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.4      37 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.4      37 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.9      37 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.6      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      41 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      41 
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gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      42 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.0      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      44 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      44 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.4      46 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.2      47 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.1      47 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      49 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   42 18.5      50 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   42 18.5      50 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      52 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.0      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      53 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      54 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.3      54 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.3      54 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.3      55 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.0      58 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.0      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 19.0      59 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.2      59 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.9      59 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.7      65 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      66 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.6      70 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   44 19.0      71 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   44 19.0      71 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   44 19.0      71 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.6      74 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.6      76 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   44 19.0      76 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      78 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.0      78 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      79 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      80 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.3      81 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.7      83 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.7      83 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      83 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.2      85 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 18.9      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.4      85 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      86 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      87 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      87 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      87 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.6      91 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.6      91 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.9      91 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.9      91 
gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hy (  42)   33 15.7      92 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   33 15.7      92 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.7      92 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      92 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      93 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.3      93 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      93 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.2      95 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.0      95 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.3      95 
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gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 130.8  bits: 29.1 E(): 0.026 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (2-42:16-57) 
 
                             10        20        30         40      
PAT___               VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                          
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 120.8  bits: 28.2 E(): 0.096 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (10-62:81-133) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 120.4  bits: 28.2 E():  0.1 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (10-62:92-144) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 120.1  bits: 28.2 E():  0.1 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (10-62:99-151) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 116.5  bits: 27.5 E(): 0.17 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (10-62:98-150) 
 
                                    10        20        30          
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PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 116.5  bits: 27.5 E(): 0.17 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (10-62:98-150) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 106.3  bits: 25.5 E(): 0.61 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (11-73:69-135) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
               50        60            70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFEL                 
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 105.6  bits: 25.5 E(): 0.67 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (11-67:17-74) 
 
                     10        20        30          40        50   
PAT___       VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
             60        70        80                                 
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFEL                                 
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 105.5  bits: 25.5 E(): 0.68 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (11-73:93-159) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
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               50        60            70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFEL                 
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  63  Z-score: 105.5  bits: 25.5 E(): 0.68 
Smith-Waterman score: 63; 26.9% identity (46.3% similar) in 67 aa overlap (11-73:93-159) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
               50        60            70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFEL                 
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 103.6  bits: 25.1 E(): 0.86 
Smith-Waterman score: 62; 26.9% identity (46.3% similar) in 67 aa overlap (11-73:93-159) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
               50        60            70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFEL                 
       .: .  :  :.  : :.:   :     .: :  :: :                        
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 99.9  bits: 24.5 E():  1.4 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (13-76:98-164) 
 
                                 10        20        30         40  
PAT___                   VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
               50         60        70        80                    
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFEL                    
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 97.1  bits: 24.1 E():    2 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (11-67:50-107) 
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                                   10        20        30           
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
       40        50        60        70        80                   
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                   
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 94.7  bits: 24.0 E():  2.7 
Smith-Waterman score: 59; 25.0% identity (46.4% similar) in 84 aa overlap (1-80:219-301) 
 
                                             10        20        30 
PAT___                               VYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                     . :.. :   :. :   :. :     .:.. 
gi|833 VADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLR 
      190       200       210       220       230       240         
 
               40            50        60        70        80       
PAT___ SVVAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
       .: : ::  .   :.   :    .::  : .     .. :   : :  . ::..       
gi|833 KV-ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQIT 
      250        260       270       280       290       300        
 
gi|833 PMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFG 
       310       320       330       340       350       360        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 94.7  bits: 24.0 E():  2.7 
Smith-Waterman score: 59; 25.0% identity (46.4% similar) in 84 aa overlap (1-80:219-301) 
 
                                             10        20        30 
PAT___                               VYVSHRHQRLGLGSTLYTHLLKSMEAQGFK 
                                     . :.. :   :. :   :. :     .:.. 
gi|212 VADKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLR 
      190       200       210       220       230       240         
 
               40            50        60        70        80       
PAT___ SVVAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
       .: : ::  .   :.   :    .::  : .     .. :   : :  . ::..       
gi|212 KV-ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQIT 
      250        260       270       280       290       300        
 
gi|212 PMGGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFG 
       310       320       330       340       350       360        
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.8  bits: 21.5 E():  5.8 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (9-41:3-35) 
 
               10        20        30        40        50        60 
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
               ::.  ..:.. ::   .: .:....... . .:                    
gi|226       MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQ 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ AGYKHGGWHDVGFWQRDFEL                                         
                                                                    
gi|226 QNLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEM 
           60        70        80        90       100       110     
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (29-60:70-105) 
 
                 10        20        30         40         50       
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PAT___   VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
           60        70        80                           
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFEL                           
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.7  bits: 22.7 E():  6.6 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (28-68:67-113) 
 
                  10        20        30        40               50 
PAT___    VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
               60        70        80                               
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFEL                               
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 21.4 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (11-62:68-119) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.1  bits: 22.6 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (21-45:144-168) 
 
                         10        20        30        40        50 
PAT___           VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
               60        70        80                               
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFEL                               
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.1  bits: 22.6 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (21-45:144-168) 
 
                         10        20        30        40        50 
PAT___           VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
               60        70        80                               
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFEL                               
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gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.1  bits: 21.1 E():   14 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (4-37:97-129) 
 
                                          10        20        30    
PAT___                            VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
            40        50        60        70        80              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL              
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 81.7  bits: 23.7 E():   14 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (20-71:481-539) 
 
                          10        20        30        40          
PAT___            VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
             50        60        70        80                       
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                       
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 80.9  bits: 22.5 E():   16 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (4-70:183-242) 
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                                          10        20        30    
PAT___                            VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
            40        50        60        70        80              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL              
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 21.3 E():   17 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (64-80:48-65) 
 
            40        50        60         70        80             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFEL             
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 21.3 E():   17 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (64-80:48-65) 
 
            40        50        60         70        80             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFEL             
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 21.3 E():   17 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (64-80:48-65) 
 
            40        50        60         70        80             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFEL             
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.1  bits: 21.6 E():   20 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (10-77:83-155) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
       40          50            60        70        80             
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFEL             
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
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gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 79.1  bits: 22.2 E():   20 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (4-70:183-242) 
 
                                          10        20        30    
PAT___                            VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
            40        50        60        70        80              
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL              
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.1  bits: 18.0 E():   23 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (63-68:45-50) 
 
             40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                     :..:::             
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG            
           20        30        40        50             
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 48; 25.0% identity (44.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.9  bits: 18.9 E():   23 
Smith-Waterman score: 43; 54.5% identity (81.8% similar) in 11 aa overlap (2-12:65-75) 
 
                                            10        20        30  
PAT___                              VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     :..::.: : :                    
gi|387 RQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGDTI 
           40        50        60        70        80        90     
 
              40        50        60        70        80 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                         
gi|387 PR                                                
                                                         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (12-64:92-138) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
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gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
      40        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.0  bits: 20.1 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (11-62:69-120) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.9  bits: 21.8 E():   26 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (62-76:656-670) 
 
              40        50        60        70        80            
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL            
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.5  bits: 18.9 E():   28 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (60-76:16-32) 
 
      30        40        50        60        70        80          
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL          
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (11-73:92-157) 
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                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
               50        60            70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFEL                 
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.1  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (14-48:128-168) 
 
                                10        20              30        
PAT___                  VYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
       : .:  : : .                                 
gi|292 LHKDQIVVLSDDDRCQGSRD                        
       160       170                               
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.0  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (14-48:130-170) 
 
                                10        20              30        
PAT___                  VYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
       : .:  : : .                                 
gi|292 LHKDQIVVLSDDDRCQGSRD                        
     160       170                                 
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.0  bits: 19.5 E():   30 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (14-48:131-171) 
 
                                10        20              30        
PAT___                  VYVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
       : .:  : : .                                 
gi|312 LHKDQIVVLSDDDRCQGSRD                        
              170       180                        
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (11-62:29-80) 
 
                                 10        20        30         40  
PAT___                   VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
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               10        20        30        40         50          
 
              50        60        70        80                      
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                      
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (9-56:77-124) 
 
                                     10        20        30         
PAT___                       VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
        40        50        60        70        80       
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (11-36:50-75) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (22-50:271-299) 
 
                        10        20        30        40        50  
PAT___          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
              60        70        80                                
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFEL                                
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.8  bits: 18.5 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (23-67:17-69) 
 
               10        20        30        40           50        
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----Y 
                             :  :. .:.:.. .:.  :    :  :.:  :       
gi|117       MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINEL 
                     10        20        30        40        50     
 
             60        70        80                              
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFEL                              
        . :. . :.   ::                                           
gi|117 ISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
           60        70        80        90       100       110  
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>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.8  bits: 20.3 E():   34 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (2-66:95-169) 
 
                                            10          20          
PAT___                              VYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
        30              40        50        60        70        80  
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL  
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.7 E():   34 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (11-62:80-131) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.7  bits: 20.0 E():   35 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (11-62:57-108) 
 
                                   10        20        30           
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (11-62:91-142) 
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                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.4 E():   37 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (23-44:98-119) 
 
                       10        20        30        40        50   
PAT___         VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
             60        70        80                                 
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFEL                                 
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.4 E():   37 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (23-44:99-120) 
 
                       10        20        30        40        50   
PAT___         VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
             60        70        80                                 
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFEL                                 
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.2  bits: 20.9 E():   37 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (38-74:202-237) 
 
        10        20        30        40        50        60        
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
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        70        80                                                
PAT___ WHDVGFWQRDFEL                                                
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.6 E():   38 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (22-50:270-298) 
 
                        10        20        30        40        50  
PAT___          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
              60        70        80                                
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFEL                                
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.5 E():   39 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (26-58:12-45) 
 
               10        20        30        40         50          
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARGTLR 
                                :. .. . ..::::   :  : :   :    : .  
gi|301               NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLID 
                             10        20        30        40       
 
      60        70        80                                        
PAT___ AAGYKHGGWHDVGFWQRDFEL                                        
                                                                    
gi|301 DVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDK 
         50        60        70        80        90       100       
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN   
             130       140       150       160   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
             130       140       150       160   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
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 initn:  42 init1:  42 opt:  45  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (6-44:187-222) 
 
                                        10        20        30      
PAT___                          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
          40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
         ::.  ::                                     
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY               
           220       230       240                   
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (2-66:95-169) 
 
                                            10          20          
PAT___                              VYVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
        30              40        50        60        70        80  
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL  
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (23-67:17-69) 
 
               10        20        30        40           50        
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----Y 
                             :  :. .:.:.. .:.  :    :  :.:  :       
gi|215       MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINEL 
                     10        20        30        40        50     
 
             60        70        80                              
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFEL                              
        . :. . :.   ::                                           
gi|215 ISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (25-55:35-67) 
 
                     10        20        30           40        50  
PAT___       VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              60        70        80                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (25-55:35-67) 
 
                     10        20        30           40        50  
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PAT___       VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              60        70        80                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (29-43:11-25) 
 
               10        20        30        40        50        60 
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
                                   : .:..:.:: ..:.                  
gi|300                   MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDI 
                                 10        20        30        40   
 
               70        80                                         
PAT___ AGYKHGGWHDVGFWQRDFEL                                         
                                                                    
gi|300 NASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAA 
             50        60        70        80        90       100   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (29-43:11-25) 
 
               10        20        30        40        50        60 
PAT___ VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
                                   : .:..:.:: ..:.                  
gi|300                   MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDV 
                                 10        20        30        40   
 
               70        80                                         
PAT___ AGYKHGGWHDVGFWQRDFEL                                         
                                                                    
gi|300 NASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAA 
             50        60        70        80        90       100   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 45; 23.1% identity (44.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 72.4  bits: 20.2 E():   47 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (11-61:255-310) 
 
                                   10        20             30      
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
          40        50        60        70        80                
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                
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       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (55-74:154-185) 
 
           30        40        50        60                    70   
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
             80                               
PAT___ FWQRDFEL                               
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (23-41:44-62) 
 
                       10        20        30        40        50   
PAT___         VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
             60        70        80                                 
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFEL                                 
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (11-49:35-72) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 29.0% identity (61.3% similar) in 31 aa overlap (48-78:105-135) 
 
        20        30        40        50        60        70        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
        80                 
PAT___ FEL                 
       .                   
gi|131 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 29.0% identity (61.3% similar) in 31 aa overlap (48-78:105-135) 
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        20        30        40        50        60        70        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:    :: 
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRARD 
           80        90       100       110       120       130     
 
        80                 
PAT___ FEL                 
       .                   
gi|209 LPRRCNMRPQQCQFRVIFV 
          140       150    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:91-116) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
              130       140       150            
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.0 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (11-62:68-119) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
             130       140       150       160   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
             130       140       150       160   
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
             130       140       150       160   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
             130       140       150       160   
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN   
             130       140       150       160   
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN   
             130       140       150       160   
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (12-35:92-117) 
 
                                  10          20        30          
PAT___                    VYVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                 
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN   
             130       140       150       160   
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.5 E():   53 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (9-41:18-50) 
 
                        10        20        30        40        50  
PAT___          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
              60        70        80                                
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFEL                                
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.3  bits: 20.2 E():   54 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (20-43:104-126) 
 
                          10        20        30        40          
PAT___            VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
      50        60        70        80                              
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                              
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (26-54:203-231) 
 
                    10        20        30        40        50      
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
          60        70        80                                    
PAT___ GTLRAAGYKHGGWHDVGFWQRDFEL                                    
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (6-44:250-285) 
 
                                        10        20        30      
PAT___                          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
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     220       230       240       250       260       270          
 
          40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
         ::.  ::                                     
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY               
        280       290       300                      
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (26-54:203-231) 
 
                    10        20        30        40        50      
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
          60        70        80                                    
PAT___ GTLRAAGYKHGGWHDVGFWQRDFEL                                    
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (11-62:92-143) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (11-62:93-144) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 44; 21.2% identity (46.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
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>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.6  bits: 20.2 E():   59 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (38-74:202-237) 
 
        10        20        30        40        50        60        
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
        70        80                                                
PAT___ WHDVGFWQRDFEL                                                
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (21-70:87-132) 
 
                         10        20        30        40        50 
PAT___           VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
               60        70        80                               
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFEL                               
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.8  bits: 18.7 E():   65 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (52-73:147-168) 
 
              30        40        50        60        70        80  
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL  
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (48-60:106-118) 
 
        20        30        40        50        60        70        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
        80                        
PAT___ FEL                        
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.6 E():   70 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (38-79:390-431) 
 
        10        20        30        40        50        60        
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
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        70        80                                          
PAT___ WHDVGFWQRDFEL                                          
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:6-29) 
 
         30        40        50        60        70        80       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:6-29) 
 
         30        40        50        60        70        80       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:6-29) 
 
         30        40        50        60        70        80       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (11-42:238-268) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (5-29:222-246) 
 
                                         10        20        30     
PAT___                           VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2963



 

 

 
           40        50        60        70        80               
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL               
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:27-50) 
 
         30        40        50        60        70        80       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL       
                                     ::: .   .:   :  : ..:.::       
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (26-58:116-149) 
 
                    10        20        30        40         50     
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
           60        70        80                                   
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFEL                                   
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (10-54:226-270) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (26-58:119-152) 
 
                    10        20        30        40         50     
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
           60        70        80                                   
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFEL                                   
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:118-134) 
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                    10        20        30        40        50      
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
          60        70        80                                    
PAT___ GTLRAAGYKHGGWHDVGFWQRDFEL                                    
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (10-63:184-238) 
 
                                    10        20        30          
PAT___                      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
      40           50        60        70        80                 
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                 
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (39-76:228-271) 
 
       10        20        30        40        50        60         
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
            70         80                     
PAT___ W----HD-VGFWQRDFEL                     
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (39-76:228-271) 
 
       10        20        30        40        50        60         
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
            70         80                     
PAT___ W----HD-VGFWQRDFEL                     
       :    .: .::..:                         
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (22-54:49-81) 
 
                        10        20        30        40        50  
PAT___          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
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              60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFEL 
        .:                           
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD 
       80        90       100        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (23-56:24-57) 
 
                10        20        30        40        50          
PAT___  VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
      60        70        80                             
PAT___ AAGYKHGGWHDVGFWQRDFEL                             
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (6-44:316-351) 
 
                                        10        20        30      
PAT___                          VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
          40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
         ::   ::                                     
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY               
            350       360       370                  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (11-62:76-127) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (66-76:99-109) 
 
          40        50        60        70        80                
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (36-56:90-112) 
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          10        20        30        40        50          60    
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
            70        80                                            
PAT___ KHGGWHDVGFWQRDFEL                                            
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (40-52:113-125) 
 
      10        20        30        40        50        60          
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
      70        80                
PAT___ DVGFWQRDFEL                
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (40-52:113-125) 
 
      10        20        30        40        50        60          
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
      70        80                
PAT___ DVGFWQRDFEL                
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:154-170) 
 
                    10        20        30        40        50      
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
          60        70        80                                    
PAT___ GTLRAAGYKHGGWHDVGFWQRDFEL                                    
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:154-170) 
 
                    10        20        30        40        50      
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
          60        70        80                                    
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PAT___ GTLRAAGYKHGGWHDVGFWQRDFEL                                    
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (48-71:66-87) 
 
        20        30        40        50        60        70        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
        80                                                          
PAT___ FEL                                                          
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (48-71:66-87) 
 
        20        30        40        50        60        70        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
        80                                                          
PAT___ FEL                                                          
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|999355|gb|AAB34755.1| Gly m IA allergen, HPS=hydrop  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.0  bits: 15.7 E():   92 
Smith-Waterman score: 33; 24.3% identity (45.9% similar) in 37 aa overlap (34-70:1-37) 
 
            10        20        30        40        50        60    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     :.:  :. :.. .   .   . ::.      
gi|999                               ALITRPSXPDLSIXLNILGGSLGTVDDXXA 
                                             10        20        30 
 
            70        80 
PAT___ KHGGWHDVGFWQRDFEL 
         ::  :           
gi|999 LIGGLXDXXAIV      
               40        
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.0  bits: 15.7 E():   92 
Smith-Waterman score: 33; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:5-15) 
 
      40        50        60        70        80                    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                    
                                     :  : ..:.::                    
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.0  bits: 20.7 E():   92 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (27-64:160-196) 
 
                   10        20        30        40        50       
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PAT___     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
         60        70        80                                     
PAT___ TLRAAGYKHGGWHDVGFWQRDFEL                                     
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (34-42:32-40) 
 
            10        20        30        40        50        60    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
            70        80                                            
PAT___ KHGGWHDVGFWQRDFEL                                            
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 17.8 E():   93 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (4-30:11-36) 
 
                      10        20        30        40        50    
PAT___        VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
            60        70        80                                  
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDFEL                                  
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 42; 19.2% identity (46.2% similar) in 52 aa overlap (11-62:91-142) 
 
                                   10        20        30        40 
PAT___                     VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               50        60        70        80                     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL                     
       .: .  :  :.  : :..   :                                       
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (34-42:32-40) 
 
            10        20        30        40        50        60    
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
            70        80                                            
PAT___ KHGGWHDVGFWQRDFEL                                            

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 2969



 

 

                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (36-42:9-15) 
 
          10        20        30        40        50        60      
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
          70        80                                              
PAT___ GGWHDVGFWQRDFEL                                              
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (3-25:182-206) 
 
                                           10           20          
PAT___                             VYVSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
      30        40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                           
gi|162 PKTKVIPYVRYL                                        
              220                                          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (26-58:162-195) 
 
                    10        20        30        40         50     
PAT___      VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
           60        70        80                                   
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFEL                                   
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.9 E():   98 
Smith-Waterman score: 37; 32.0% identity (56.0% similar) in 25 aa overlap (4-28:30-54) 
 
                                         10        20        30     
PAT___                           VYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                    : . :.:: :.  :     .. .::       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
           40        50        60        70        80 
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL 
                                                      
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ      
               70        80        90       100       
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:51 2011 done: Wed Jan 19 14:40:51 2011 
 Total Scan time:  0.050 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 92  - 171 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    17     8:==*=== 
  34    47    22:=======*======== 
  36    72    44:==============*========= 
  38    76    73:========================*= 
  40   107   102:=================================*== 
  42   106   125:====================================     * 
  44    86   137:=============================                * 
  46   134   140:============================================= * 
  48   144   134:============================================*=== 
  50   106   122:====================================    * 
  52   123   107:===================================*===== 
  54    89    92:==============================* 
  56    57    77:===================      * 
  58    68    63:====================*== 
  60    62    51:================*==== 
  62    31    41:===========  * 
  64    25    33:========= * 
  66    26    26:========* 
  68    14    20:===== * 
  70    23    16:=====*== 
  72    14    12:===*= 
  74    18    10:===*== 
  76     5     8:==* 
  78     6     6:=* 
  80     2     5:=* 
  82     6     3:*= 
  84     0     3:* 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     2     0:=         *== 
 116     0     0:          * 
 118     3     0:=         *=== 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.59780.0032; mu= 7.3006 0.163 
 mean_var=30.8926 7.694, 0's: 2 Z-trim: 8  B-trim: 126 in 1/43 
 Lambda= 0.230753 
 Kolmogorov-Smirnov  statistic: 0.0490 (N=28) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   73 28.6   0.036 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 27.9    0.12 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 27.9    0.13 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 27.9    0.13 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.2    0.21 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.2    0.21 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   64 25.5     0.6 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   64 25.5    0.66 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   64 25.5    0.66 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.2    0.81 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   63 25.2    0.83 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.2     1.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 23.9     2.4 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   57 23.2     4.9 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   57 23.2     4.9 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.3       7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.3     7.2 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.3     7.3 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.3     7.3 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.5     7.5 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.5      11 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.5      11 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.2      12 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.2      13 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.2      13 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.7      14 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 20.9      16 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.4      17 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.2      19 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.2      19 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.2      19 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.5      20 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.1      21 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.5      22 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.8      28 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.6      28 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.7      28 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 19.9      29 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.3      30 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 19.9      32 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 19.9      32 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.6      33 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.2      33 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.2      34 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.2      34 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 19.9      35 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 18.9      36 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.5      36 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 20.2      38 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.9      38 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.9      38 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.6      39 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.8      39 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.5      40 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.5      40 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.5      40 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.5      40 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.5      40 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.3      41 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.2      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.2      41 
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gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.3      46 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 19.8      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.2      47 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.6      47 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.2      50 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.0      51 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.3      51 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.3      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 19.2      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.0      52 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.0      52 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 18.9      53 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.2      54 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.9      55 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.1      56 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 18.9      58 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.2      59 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      59 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.2      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.3      60 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.3      60 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.2      60 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.1      61 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.8      62 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 18.9      64 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 18.9      64 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.6      71 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.5      74 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 17.9      75 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   44 18.9      77 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   44 18.9      77 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   44 18.9      77 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.5      78 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.5      80 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   43 18.5      81 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   44 18.9      82 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 18.9      84 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.2      86 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.2      86 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      87 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.2      87 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.5      90 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.5      90 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.7      90 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 18.9      91 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.2      94 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 17.9      96 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 17.9      96 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.0      97 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      97 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      97 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.5      98 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.5      98 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.6      98 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.6      98 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.0      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  70 init1:  70 opt:  73  Z-score: 128.3  bits: 28.6 E(): 0.036 
Smith-Waterman score: 73; 33.3% identity (59.5% similar) in 42 aa overlap (1-41:16-57) 
 
                              10        20        30         40     
PAT___                YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                      : .   .: :::.    : . ..:::: .. .:..  : : :    
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gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                         
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 118.9  bits: 27.9 E(): 0.12 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (9-61:81-133) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 118.5  bits: 27.9 E(): 0.13 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (9-61:92-144) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (9-61:99-151) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 114.7  bits: 27.2 E(): 0.21 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (9-61:98-150) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
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       130       140       150       160       170       180        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 114.7  bits: 27.2 E(): 0.21 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (9-61:98-150) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  64  Z-score: 106.5  bits: 25.5 E():  0.6 
Smith-Waterman score: 64; 25.3% identity (45.3% similar) in 75 aa overlap (10-80:69-143) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :.:   :     .: :  :: : .   . :                
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  64  Z-score: 105.7  bits: 25.5 E(): 0.66 
Smith-Waterman score: 64; 25.3% identity (45.3% similar) in 75 aa overlap (10-80:93-167) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :.:   :     .: :  :: : .   . :                
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  64  Z-score: 105.7  bits: 25.5 E(): 0.66 
Smith-Waterman score: 64; 25.3% identity (45.3% similar) in 75 aa overlap (10-80:93-167) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :.:   :     .: :  :: : .   . :                
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
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gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 104.1  bits: 25.2 E(): 0.81 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (10-66:17-74) 
 
                      10        20        30          40        50  
PAT___        YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
              60        70        80                                
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELP                                
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  63  Z-score: 103.9  bits: 25.2 E(): 0.83 
Smith-Waterman score: 63; 25.3% identity (45.3% similar) in 75 aa overlap (10-80:93-167) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :.:   :     .: :  :: : .   . :                
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 98.5  bits: 24.2 E():  1.7 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (12-75:98-164) 
 
                                  10        20        30            
PAT___                    YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
      40        50         60        70        80                   
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELP                   
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 95.8  bits: 23.9 E():  2.4 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (10-66:50-107) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
        40        50        60        70        80                  
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                  
       : :    .. :.. ...: : ... :  :                                
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gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 90.0  bits: 23.2 E():  4.9 
Smith-Waterman score: 57; 25.6% identity (46.3% similar) in 82 aa overlap (2-79:221-301) 
 
                                            10        20        30  
PAT___                              YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     :.. :   :. :   :. :     .:...: 
gi|833 DKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV 
              200       210       220       230       240       250 
 
              40            50        60        70        80        
PAT___ VAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELP        
        : ::  .   :.   :    .::  : .     .. :   : :  . ::..         
gi|833 -ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPM 
               260       270       280       290       300          
 
gi|833 GGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHG 
     310       320       330       340       350       360          
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 90.0  bits: 23.2 E():  4.9 
Smith-Waterman score: 57; 25.6% identity (46.3% similar) in 82 aa overlap (2-79:221-301) 
 
                                            10        20        30  
PAT___                              YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     :.. :   :. :   :. :     .:...: 
gi|212 DKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV 
              200       210       220       230       240       250 
 
              40            50        60        70        80        
PAT___ VAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELP        
        : ::  .   :.   :    .::  : .     .. :   : :  . ::..         
gi|212 -ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPM 
               260       270       280       290       300          
 
gi|212 GGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHG 
     310       320       330       340       350       360          
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 21.3 E():    7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (8-40:3-35) 
 
               10        20        30        40        50        60 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
              ::.  ..:.. ::   .: .:....... . .:                     
gi|226      MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQ 
                    10        20        30        40        50      
 
               70        80                                         
PAT___ GYKHGGWHDVGFWQRDFELP                                         
                                                                    
gi|226 NLNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMR 
          60        70        80        90       100       110      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (28-59:70-105) 
 
                  10        20        30         40         50      
PAT___    YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
            60        70        80                          
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELP                          
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
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     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 87.0  bits: 21.3 E():  7.3 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (47-80:105-136) 
 
         20        30        40        50        60        70       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
         80                  
PAT___ FELP                  
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 87.0  bits: 21.3 E():  7.3 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (47-80:105-136) 
 
         20        30        40        50        60        70       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
         80                  
PAT___ FELP                  
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.7  bits: 22.5 E():  7.5 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (27-67:67-113) 
 
                   10        20        30        40                 
PAT___     YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
      50        60        70        80                              
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELP                              
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.4  bits: 22.5 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (20-44:144-168) 
 
                          10        20        30        40          
PAT___            YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
      50        60        70        80                              
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELP                              
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.4  bits: 22.5 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (20-44:144-168) 
 
                          10        20        30        40          
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PAT___            YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
      50        60        70        80                              
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELP                              
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.3  bits: 21.2 E():   12 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (10-61:68-119) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (10-61:91-142) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (10-61:91-142) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 81.7  bits: 23.7 E():   14 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (19-70:481-539) 
 
                           10        20        30        40         
PAT___             YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
              50        60        70        80                      
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                      
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        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (3-36:97-129) 
 
                                           10        20        30   
PAT___                             YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
             40        50        60        70        80             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP             
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 80.5  bits: 22.4 E():   17 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (3-69:183-242) 
 
                                           10        20        30   
PAT___                             YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
             40        50        60        70        80             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP             
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (63-79:48-65) 
 
             40        50        60         70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELP            
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (63-79:48-65) 
 
             40        50        60         70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELP            
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (63-79:48-65) 
 
             40        50        60         70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELP            
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                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.9  bits: 20.5 E():   20 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (10-80:91-165) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 78.7  bits: 22.1 E():   21 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (3-69:183-242) 
 
                                           10        20        30   
PAT___                             YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
             40        50        60        70        80             
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP             
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 21.5 E():   22 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (9-76:83-155) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
        40          50            60        70        80            
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELP            
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.5  bits: 21.8 E():   28 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (61-75:656-670) 
 
               40        50        60        70        80           
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP           
                                     : . : :.. : ::.                
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gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.5  bits: 18.6 E():   28 
Smith-Waterman score: 43; 54.5% identity (81.8% similar) in 11 aa overlap (1-11:65-75) 
 
                                             10        20        30 
PAT___                               YVSHRHQRLGLGSTLYTHLLKSMEAQGFKS 
                                     :..::.: : :                    
gi|387 RQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVDCASQHGCHGDTI 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                          
gi|387 PR                                                 
                                                          
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.3  bits: 17.7 E():   28 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (62-67:45-50) 
 
              40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     :..:::              
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG             
           20        30        40        50              
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (10-61:69-120) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (11-63:92-138) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
       40        50        60        70        80      
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP      
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (10-61:91-142) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
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gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (10-72:92-157) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (59-75:16-32) 
 
       30        40        50        60        70        80         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP         
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.0  bits: 19.2 E():   33 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (13-47:128-168) 
 
                                 10        20              30       
PAT___                   YVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
         40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
       : .:  : : .                                  
gi|292 LHKDQIVVLSDDDRCQGSRD                         
       160       170                                
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (13-47:130-170) 
 
                                 10        20              30       
PAT___                   YVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
         40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
       : .:  : : .                                  
gi|292 LHKDQIVVLSDDDRCQGSRD                         
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     160       170                                  
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (13-47:131-171) 
 
                                 10        20              30       
PAT___                   YVSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
         40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
       : .:  : : .                                  
gi|312 LHKDQIVVLSDDDRCQGSRD                         
              170       180                         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (10-61:29-80) 
 
                                  10        20        30         40 
PAT___                    YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
               50        60        70        80                     
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                     
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (8-55:77-124) 
 
                                      10        20        30        
PAT___                        YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
         40        50        60        70        80      
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP      
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (21-49:271-299) 
 
                         10        20        30        40        50 
PAT___           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
               60        70        80                               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELP                               
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (1-65:95-169) 
 
                                             10          20         
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PAT___                               YVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|135 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
         30              40        50        60        70        80 
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|135 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|135 VLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGPSGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (10-35:50-75) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.9  bits: 19.9 E():   38 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (10-61:57-108) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (10-61:80-131) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.8  bits: 20.8 E():   39 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (37-73:202-237) 
 
         10        20        30        40        50        60       
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
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         70        80                                               
PAT___ WHDVGFWQRDFELP                                               
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (21-49:270-298) 
 
                         10        20        30        40        50 
PAT___           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
               60        70        80                               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELP                               
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (10-61:91-142) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (10-61:91-142) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.5  bits: 19.5 E():   40 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (10-80:91-165) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (10-61:91-142) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (22-66:17-69) 
 
               10        20        30        40           50        
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YT 
                            :  :. .:.:.. .:.  :    :  :.:  :        
gi|117      MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELI 
                    10        20        30        40        50      
 
             60        70        80                             
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDFELP                             
       . :. . :.   ::                                           
gi|117 SSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
          60        70        80        90       100       110  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (22-43:98-119) 
 
                        10        20        30        40        50  
PAT___          YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
              60        70        80                                
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELP                                
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.2 E():   41 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (22-43:99-120) 
 
                        10        20        30        40        50  
PAT___          YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
              60        70        80                                
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELP                                
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.3 E():   46 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (25-57:12-45) 
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               10        20        30         40        50          
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARGTLRA 
                               :. .. . ..::::   :  : :   :    : .   
gi|301              NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDD 
                            10        20        30        40        
 
      60        70        80                                        
PAT___ AGYKHGGWHDVGFWQRDFELP                                        
                                                                    
gi|301 VIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKG 
        50        60        70        80        90       100        
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 48; 29.3% identity (60.0% similar) in 75 aa overlap (1-65:95-169) 
 
                                             10          20         
PAT___                               YVSHRHQRLGLGSTL-Y-THLLKS--MEAQ 
                                     :: . :   .:..:. :   :.:.  ..:: 
gi|111 VDKQFRIINAAKAKLDKEALKEVKNDPDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQ 
           70        80        90       100       110       120     
 
         30              40        50        60        70        80 
PAT___ GFKSV---VAVI--GLP-NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
       :::..   :::.  :.  . :.. .  . ...:  .  . :  ::                
gi|111 GFKGANVKVAVLDTGIQASHPDLNVVGGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTG 
          130       140       150       160       170       180     
 
gi|111 VLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVD 
          190       200       210       220       230       240     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (5-43:187-222) 
 
                                         10        20        30     
PAT___                           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
           40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
         ::.  ::                                      
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                
           220       230       240                    
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
             130       140       150       160    
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN    
             130       140       150       160    
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (10-60:255-310) 
 
                                    10        20             30     
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
           40        50        60        70        80               
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP               
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (22-66:17-69) 
 
               10        20        30        40           50        
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YT 
                            :  :. .:.:.. .:.  :    :  :.:  :        
gi|215      MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELI 
                    10        20        30        40        50      
 
             60        70        80                             
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDFELP                             
       . :. . :.   ::                                           
gi|215 SSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
          60        70        80        90       100       110  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (28-42:11-25) 
 
               10        20        30        40        50        60 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
                                  : .:..:.:: ..:.                   
gi|300                  MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDIN 
                                10        20        30        40    
 
               70        80                                         
PAT___ GYKHGGWHDVGFWQRDFELP                                         
                                                                    
gi|300 ASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAAD 
            50        60        70        80        90       100    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (28-42:11-25) 
 
               10        20        30        40        50        60 
PAT___ YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAA 
                                  : .:..:.:: ..:.                   
gi|300                  MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVN 
                                10        20        30        40    
 
               70        80                                         
PAT___ GYKHGGWHDVGFWQRDFELP                                         
                                                                    
gi|300 ASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAAD 
            50        60        70        80        90       100    
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 45; 20.0% identity (45.3% similar) in 75 aa overlap (10-80:91-165) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :..   :     ...:  :. : .   . :                
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (24-54:35-67) 
 
                      10        20        30           40        50 
PAT___        YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               60        70        80                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (24-54:35-67) 
 
                      10        20        30           40        50 
PAT___        YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               60        70        80                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (54-73:154-185) 
 
            30        40        50        60                    70  
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
              80                              
PAT___ FWQRDFELP                              
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (10-48:35-72) 
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                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.9 E():   55 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (22-40:44-62) 
 
                        10        20        30        40        50  
PAT___          YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
              60        70        80                                
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELP                                
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (19-42:104-126) 
 
                           10        20        30        40         
PAT___             YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
       50        60        70        80                             
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                             
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (10-61:68-119) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (25-53:203-231) 
 
                     10        20        30        40        50     
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
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           60        70        80                                   
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELP                                   
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:91-116) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
              130       140       150             
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.5  bits: 19.2 E():   60 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (5-43:250-285) 
 
                                         10        20        30     
PAT___                           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
           40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
         ::.  ::                                      
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                
        280       290       300                       
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
             130       140       150       160    
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
             130       140       150       160    
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN    
             130       140       150       160    
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
             130       140       150       160    
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
             130       140       150       160    
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN    
             130       140       150       160    
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (11-34:92-117) 
 
                                   10          20        30         
PAT___                     YVSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
       40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                                  
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN    
             130       140       150       160    
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (8-40:18-50) 
 
                         10        20        30        40        50 
PAT___           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
               60        70        80                               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELP                               
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (25-53:203-231) 
 
                     10        20        30        40        50     
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
           60        70        80                                   
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELP                                   
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.2  bits: 20.1 E():   61 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (37-73:202-237) 
 
         10        20        30        40        50        60       
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
         70        80                                               
PAT___ WHDVGFWQRDFELP                                               
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (20-69:87-132) 
 
                          10        20        30        40          
PAT___            YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
      50        60        70        80                              
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELP                              
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
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>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (10-61:92-143) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (10-61:93-144) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.0  bits: 18.6 E():   71 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (51-72:147-168) 
 
               30        40        50        60        70        80 
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (37-78:390-431) 
 
         10        20        30        40        50        60       
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
         70        80                                         
PAT___ WHDVGFWQRDFELP                                         
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (47-59:106-118) 
 
         20        30        40        50        60        70       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
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         80                       
PAT___ FELP                       
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:6-29) 
 
          30        40        50        60        70        80      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP      
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:6-29) 
 
          30        40        50        60        70        80      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP      
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:6-29) 
 
          30        40        50        60        70        80      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP      
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (10-41:238-268) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (4-28:222-246) 
 
                                          10        20        30    
PAT___                            YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
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            40        50        60        70        80              
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP              
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 43; 18.7% identity (45.3% similar) in 75 aa overlap (10-80:91-165) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      40        50        60            70        80                
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELP                
       .: .  :  :.  : :..   :     ...:  :. : .   . :                
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:27-50) 
 
          30        40        50        60        70        80      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP      
                                     ::: .   .:   :  : ..:.::       
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (9-53:226-270) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
       40        50        60        70        80                   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                   
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (25-57:116-149) 
 
                     10        20        30         40        50    
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
            60        70        80                                  
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELP                                  
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
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>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (9-62:184-238) 
 
                                     10        20        30         
PAT___                       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
       40           50        60        70        80                
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:118-134) 
 
                     10        20        30        40        50     
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
           60        70        80                                   
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELP                                   
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (25-57:119-152) 
 
                     10        20        30         40        50    
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
            60        70        80                                  
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELP                                  
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (38-75:228-271) 
 
        10        20        30        40        50        60        
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
              70        80                    
PAT___ W----HD-VGFWQRDFELP                    
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (38-75:228-271) 
 
        10        20        30        40        50        60        
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
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gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
              70        80                    
PAT___ W----HD-VGFWQRDFELP                    
       :    .: .::..:                         
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.1  bits: 20.7 E():   90 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (26-63:160-196) 
 
                    10        20        30        40        50      
PAT___      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
          60        70        80                                    
PAT___ TLRAAGYKHGGWHDVGFWQRDFELP                                    
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (5-43:316-351) 
 
                                         10        20        30     
PAT___                           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
           40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
         ::   ::                                      
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY                
            350       360       370                   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (10-61:76-127) 
 
                                    10        20        30          
PAT___                      YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
      40        50        60        70        80                    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP                    
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (65-75:99-109) 
 
           40        50        60        70        80               
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP               
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
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 initn:  37 init1:  37 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (35-55:90-112) 
 
           10        20        30        40        50          60   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
             70        80                                           
PAT___ KHGGWHDVGFWQRDFELP                                           
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.0 E():   97 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (21-53:49-81) 
 
                         10        20        30        40        50 
PAT___           YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
               60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELP 
        .:                            
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD  
       80        90       100         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (47-70:66-87) 
 
         20        30        40        50        60        70       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
         80                                                         
PAT___ FELP                                                         
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (47-70:66-87) 
 
         20        30        40        50        60        70       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
         80                                                         
PAT___ FELP                                                         
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:154-170) 
 
                     10        20        30        40        50     
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
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           130       140       150       160       170       180    
 
           60        70        80                                   
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELP                                   
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:154-170) 
 
                     10        20        30        40        50     
PAT___       YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
           60        70        80                                   
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELP                                   
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (39-51:113-125) 
 
       10        20        30        40        50        60         
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
       70        80               
PAT___ DVGFWQRDFELP               
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (39-51:113-125) 
 
       10        20        30        40        50        60         
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
       70        80               
PAT___ DVGFWQRDFELP               
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (22-55:24-57) 
 
                 10        20        30        40        50         
PAT___   YVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
       60        70        80                            
PAT___ AAGYKHGGWHDVGFWQRDFELP                            
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:51 2011 done: Wed Jan 19 14:40:51 2011 
 Total Scan time:  0.050 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 93  - 172 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32    19     8:==*==== 
  34    50    21:======*========== 
  36    58    44:==============*===== 
  38    67    73:======================= * 
  40   122   102:=================================*======= 
  42   106   124:====================================     * 
  44    82   137:============================                 * 
  46   147   140:==============================================*== 
  48   132   134:============================================* 
  50   116   122:======================================= * 
  52   118   107:===================================*==== 
  54    88    92:==============================* 
  56    58    77:====================     * 
  58    59    63:====================* 
  60    62    51:================*==== 
  62    38    41:=============* 
  64    24    32:========  * 
  66    19    26:======= * 
  68    22    20:======*= 
  70    15    16:=====* 
  72    19    12:===*=== 
  74    12    10:===* 
  76    13     7:==*== 
  78     2     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     6     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
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 116     2     0:=         *== 
 118     4     0:==        *==== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.35790.00318; mu= 8.4005 0.163 
 mean_var=28.8094 7.174, 0's: 2 Z-trim: 12  B-trim: 128 in 2/42 
 Lambda= 0.238950 
 Kolmogorov-Smirnov  statistic: 0.0480 (N=28) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.4    0.04 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.4   0.085 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.4   0.088 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.4   0.091 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   69 27.7    0.13 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   69 27.7    0.15 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.7    0.15 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.7    0.15 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   69 27.7    0.15 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   68 27.4    0.19 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.6     0.6 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.6     1.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.3     1.8 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   57 23.6     3.8 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   57 23.6     3.8 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.5     5.7 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.9 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.5     5.9 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.5       6 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.5       6 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.8     8.9 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.8     8.9 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.5     9.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.5      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.5      11 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.2      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.2      13 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.8      13 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   50 21.2      14 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.5      15 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.5      15 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.5      15 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.5      16 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.8      17 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.8      17 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.1      22 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.1      25 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      26 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.8      26 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.1      27 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.1      27 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   45 19.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.8      29 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   45 19.5      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.1      29 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   45 19.5      29 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      30 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.1      32 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      32 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.1      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      33 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.8      33 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      33 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.8      34 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.8      34 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.8      34 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.8      34 
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gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      36 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      36 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      36 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.1      39 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.4      40 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      41 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.4      41 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      42 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.4      45 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.4      45 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.1      46 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.1      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.1      46 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.4      47 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      50 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.4      50 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.4      51 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.4      51 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.4      51 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      53 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.1      55 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.1      55 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      62 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.7      63 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.7      66 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   44 19.1      66 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   44 19.1      66 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   44 19.1      66 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.7      67 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   43 18.7      71 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   44 19.1      71 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      72 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      73 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      73 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      76 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.4      76 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.4      77 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      77 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.7      78 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.7      78 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      78 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.1      80 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.4      83 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      84 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      84 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      85 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      85 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      86 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      86 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.7      89 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.7      89 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.1      89 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.1      91 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.4      91 
gi|162929|gb|AAA30479.1| alpha-s2-like casein prec ( 222)   41 18.1      93 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.7      93 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      96 
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gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      96 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      97 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   39 17.4      98 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 127.5  bits: 28.4 E(): 0.04 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (7-40:23-57) 
 
                               10        20        30         40    
PAT___                 VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                        
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.7  bits: 28.4 E(): 0.085 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (8-60:81-133) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.4  bits: 28.4 E(): 0.088 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (8-60:92-144) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.2  bits: 28.4 E(): 0.091 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (8-60:99-151) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.2  bits: 27.7 E(): 0.13 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (9-80:69-144) 
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                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 117.5  bits: 27.7 E(): 0.15 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (9-80:93-168) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.5  bits: 27.7 E(): 0.15 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (8-60:98-150) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.5  bits: 27.7 E(): 0.15 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (8-60:98-150) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 117.5  bits: 27.7 E(): 0.15 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (9-80:93-168) 
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                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  68  Z-score: 115.6  bits: 27.4 E(): 0.19 
Smith-Waterman score: 68; 26.3% identity (46.1% similar) in 76 aa overlap (9-80:93-168) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 106.5  bits: 25.6 E():  0.6 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (9-65:17-74) 
 
                       10        20        30          40        50 
PAT___         VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
               60        70        80                               
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPA                               
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 100.7  bits: 24.6 E():  1.3 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (11-74:98-164) 
 
                                   10        20        30           
PAT___                     VSHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
       40        50         60        70        80                  
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 97.9  bits: 24.3 E():  1.8 
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Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (9-65:50-107) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
         40        50        60        70        80                 
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                 
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 92.1  bits: 23.6 E():  3.8 
Smith-Waterman score: 57; 25.6% identity (46.3% similar) in 82 aa overlap (1-78:221-301) 
 
                                             10        20        30 
PAT___                               VSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     :.. :   :. :   :. :     .:...: 
gi|833 DKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV 
              200       210       220       230       240       250 
 
               40            50        60        70        80       
PAT___ VAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA       
        : ::  .   :.   :    .::  : .     .. :   : :  . ::..         
gi|833 -ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPM 
               260       270       280       290       300          
 
gi|833 GGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHG 
     310       320       330       340       350       360          
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 92.1  bits: 23.6 E():  3.8 
Smith-Waterman score: 57; 25.6% identity (46.3% similar) in 82 aa overlap (1-78:221-301) 
 
                                             10        20        30 
PAT___                               VSHRHQRLGLGSTLYTHLLKSMEAQGFKSV 
                                     :.. :   :. :   :. :     .:...: 
gi|212 DKVDFARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV 
              200       210       220       230       240       250 
 
               40            50        60        70        80       
PAT___ VAVIGLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA       
        : ::  .   :.   :    .::  : .     .. :   : :  . ::..         
gi|212 -ACIGAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPM 
               260       270       280       290       300          
 
gi|212 GGFVRYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHG 
     310       320       330       340       350       360          
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.8  bits: 21.5 E():  5.7 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (7-39:3-35) 
 
               10        20        30        40        50        60 
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
             ::.  ..:.. ::   .: .:....... . .:                      
gi|226     MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQN 
                   10        20        30        40        50       
 
               70        80                                         
PAT___ YKHGGWHDVGFWQRDFELPA                                         
                                                                    
gi|226 LNQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRG 
         60        70        80        90       100       110       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.7  bits: 22.9 E():  5.9 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (26-66:67-113) 
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                    10        20        30        40                
PAT___      VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
       50        60        70        80                             
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                             
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (27-58:70-105) 
 
                   10        20        30         40           50   
PAT___     VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
             60        70        80                         
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPA                         
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (46-79:105-136) 
 
          20        30        40        50        60        70      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
          80                 
PAT___ FELPA                 
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (46-79:105-136) 
 
          20        30        40        50        60        70      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
          80                 
PAT___ FELPA                 
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (19-43:144-168) 
 
                           10        20        30        40         
PAT___             VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
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       50        60        70        80                             
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                             
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (19-43:144-168) 
 
                           10        20        30        40         
PAT___             VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
       50        60        70        80                             
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                             
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 21.5 E():  9.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (9-60:68-119) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (9-60:91-142) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (9-60:91-142) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3010



 

 

 initn:  56 init1:  56 opt:  59  Z-score: 84.1  bits: 24.2 E():   11 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (18-69:481-539) 
 
                            10        20        30        40        
PAT___              VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
               50        60        70        80                     
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                     
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (2-35:97-129) 
 
                                            10        20        30  
PAT___                              VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA            
       : .:                                                         
gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.5  bits: 22.8 E():   13 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (2-68:183-242) 
 
                                            10        20        30  
PAT___                              VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
              40        50        60        70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA            
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 21.1% identity (46.1% similar) in 76 aa overlap (9-80:91-166) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :..   :     ...:  :. : .   . ::               
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 21.5 E():   15 
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Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (62-78:48-65) 
 
              40        50        60         70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPA           
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (62-78:48-65) 
 
              40        50        60         70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPA           
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (62-78:48-65) 
 
              40        50        60         70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPA           
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.6  bits: 22.5 E():   16 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (2-68:183-242) 
 
                                            10        20        30  
PAT___                              VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
              40        50        60        70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA            
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 80.4  bits: 20.8 E():   17 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (9-79:91-165) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (8-75:83-155) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
           40        50            60        70        80           
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPA           
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.4  bits: 22.1 E():   22 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (60-74:656-670) 
 
      30        40        50        60        70        80          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA          
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 20.1 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (9-60:69-120) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (10-62:92-138) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
        40        50        60        70        80     
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA     
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.9  bits: 17.8 E():   26 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (61-66:45-50) 
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               40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                     :..:::               
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG              
           20        30        40        50               
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (9-60:91-142) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (9-71:92-157) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (12-46:128-168) 
 
                                  10         20             30      
PAT___                    VSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
          40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
       : .:  : : .                                   
gi|292 LHKDQIVVLSDDDRCQGSRD                          
       160       170                                 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (58-74:16-32) 
 
        30        40        50        60        70        80        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA        
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
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>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.1  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (12-46:130-170) 
 
                                  10         20             30      
PAT___                    VSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
          40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
       : .:  : : .                                   
gi|292 LHKDQIVVLSDDDRCQGSRD                          
     160       170                                   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (9-60:29-80) 
 
                                   10        20        30           
PAT___                     VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
      40        50        60        70        80                    
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                    
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.0  bits: 19.5 E():   29 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (12-46:131-171) 
 
                                  10         20             30      
PAT___                    VSHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
          40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
       : .:  : : .                                   
gi|312 LHKDQIVVLSDDDRCQGSRD                          
              170       180                          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (20-48:271-299) 
 
                          10        20        30        40          
PAT___            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
      50        60        70        80                              
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPA                              
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.5  bits: 21.1 E():   32 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (36-72:202-237) 
 
          10        20        30        40        50        60      
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
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gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
          70        80                                              
PAT___ WHDVGFWQRDFELPA                                              
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.1 E():   32 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (7-54:77-124) 
 
                                       10        20        30       
PAT___                         VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
          40        50        60        70        80     
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA     
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (9-60:57-108) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (9-34:50-75) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (9-60:80-131) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
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     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (20-48:270-298) 
 
                          10        20        30        40          
PAT___            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
      50        60        70        80                              
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPA                              
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (9-60:91-142) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (9-79:91-165) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (9-60:91-142) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
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Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (9-60:91-142) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (21-42:98-119) 
 
                         10        20        30        40        50 
PAT___           VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
               60        70        80                               
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPA                               
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (21-42:99-120) 
 
                         10        20        30        40        50 
PAT___           VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
               60        70        80                               
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPA                               
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (21-65:17-69) 
 
               10        20        30        40                50   
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTA 
                           :  :. .:.:.. .:.  :    :  :.:  :       . 
gi|117     MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELIS 
                   10        20        30        40        50       
 
             60        70        80                            
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPA                            
        :. . :.   ::                                           
gi|117 SGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
         60        70        80        90       100       110  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (8-53:230-274) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
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        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.6  bits: 19.4 E():   40 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (4-42:187-222) 
 
                                          10        20        30    
PAT___                            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
            40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
         ::.  ::                                       
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                 
           220       230       240                     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (24-56:12-45) 
 
               10        20        30         40        50          
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARGTLRAA 
                              :. .. . ..::::   :  : :   :    : .    
gi|301             NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDV 
                           10        20        30        40         
 
      60        70        80                                        
PAT___ GYKHGGWHDVGFWQRDFELPA                                        
                                                                    
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (9-59:255-310) 
 
                                     10        20             30    
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
            40        50        60        70        80              
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA              
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
             130       140       150       160     
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>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN     
             130       140       150       160     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (27-41:11-25) 
 
               10        20        30        40        50        60 
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
                                 : .:..:.:: ..:.                    
gi|300                 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINA 
                               10        20        30        40     
 
               70        80                                         
PAT___ YKHGGWHDVGFWQRDFELPA                                         
                                                                    
gi|300 SFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADH 
           50        60        70        80        90       100     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (27-41:11-25) 
 
               10        20        30        40        50        60 
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAG 
                                 : .:..:.:: ..:.                    
gi|300                 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNA 
                               10        20        30        40     
 
               70        80                                         
PAT___ YKHGGWHDVGFWQRDFELPA                                         
                                                                    
gi|300 SFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADH 
           50        60        70        80        90       100     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (21-65:17-69) 
 
               10        20        30        40                50   
PAT___ VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTA 
                           :  :. .:.:.. .:.  :    :  :.:  :       . 
gi|215     MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELIS 
                   10        20        30        40        50       
 
             60        70        80                            
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPA                            
        :. . :.   ::                                           
gi|215 SGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
         60        70        80        90       100       110  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (53-72:154-185) 
 
             30        40        50        60                    70 
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
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gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
               80                             
PAT___ FWQRDFELPA                             
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (9-47:35-72) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (23-53:35-67) 
 
                       10        20        30           40          
PAT___         VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (23-53:35-67) 
 
                       10        20        30           40          
PAT___         VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.4 E():   47 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (18-41:104-126) 
 
                            10        20        30        40        
PAT___              VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
        50        60        70        80                            
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                            
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
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            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (21-39:44-62) 
 
                         10        20        30        40        50 
PAT___           VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
               60        70        80                               
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPA                               
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 19.1 E():   50 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (9-60:68-119) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (24-52:203-231) 
 
                      10        20        30        40        50    
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
            60        70        80                                  
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPA                                  
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.7  bits: 20.4 E():   51 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (36-72:202-237) 
 
          10        20        30        40        50        60      
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
          70        80                                              
PAT___ WHDVGFWQRDFELPA                                              
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (4-42:250-285) 
 
                                          10        20        30    
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PAT___                            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
            40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
         ::.  ::                                       
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                 
        280       290       300                        
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (24-52:203-231) 
 
                      10        20        30        40        50    
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
            60        70        80                                  
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPA                                  
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (19-68:87-132) 
 
                           10        20        30        40         
PAT___             VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
       50        60        70        80                             
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                             
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:91-116) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
              130       140       150              
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
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gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
             130       140       150       160     
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN     
             130       140       150       160     
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
             130       140       150       160     
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
             130       140       150       160     
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
             130       140       150       160     
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
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                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN     
             130       140       150       160     
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (10-33:92-117) 
 
                                    10          20        30        
PAT___                      VSHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                   
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN     
             130       140       150       160     
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (7-39:18-50) 
 
                          10        20        30        40          
PAT___            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPA                              
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (9-60:92-143) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (9-60:93-144) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
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       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (50-71:147-168) 
 
      20        30        40        50        60        70          
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
      80                                                            
PAT___ A                                                            
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (36-77:390-431) 
 
          10        20        30        40        50        60      
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
          70        80                                        
PAT___ WHDVGFWQRDFELPA                                        
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (9-40:238-268) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (55-78:6-29) 
 
           30        40        50        60        70        80     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA     
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (55-78:6-29) 
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           30        40        50        60        70        80     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA     
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (55-78:6-29) 
 
           30        40        50        60        70        80     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA     
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (3-27:222-246) 
 
                                           10        20        30   
PAT___                             VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
             40        50        60        70        80             
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA             
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (46-58:106-118) 
 
          20        30        40        50        60        70      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
          80                      
PAT___ FELPA                      
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 43; 18.7% identity (45.3% similar) in 75 aa overlap (9-79:91-165) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       40        50        60            70        80               
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPA               
       .: .  :  :.  : :..   :     ...:  :. : .   . :                
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
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              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (55-78:27-50) 
 
           30        40        50        60        70        80     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA     
                                     ::: .   .:   :  : ..:.::       
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.9  bits: 21.1 E():   72 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (25-62:160-196) 
 
                     10        20        30        40        50     
PAT___       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
           60        70        80                                   
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPA                                   
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 19.1 E():   73 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (8-52:226-270) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (8-61:184-238) 
 
                                      10        20        30        
PAT___                        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
          40         50        60        70        80               
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA               
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:118-134) 
 
                      10        20        30        40        50    
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3028



 

 

        90       100       110       120       130       140        
 
            60        70        80                                  
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPA                                  
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (24-56:116-149) 
 
                      10        20        30         40        50   
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
 
             60        70        80                                 
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPA                                 
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (24-56:119-152) 
 
                      10        20        30         40        50   
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
             60        70        80                                 
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPA                                 
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.4  bits: 15.8 E():   77 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (69-80:15-26) 
 
       40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA            
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 26.0% identity (56.0% similar) in 50 aa overlap (37-80:228-277) 
 
         10        20        30        40        50        60       
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
               70        80                   
PAT___ W----HD-VGFWQRDFELPA                   
       :    .: .::..:  .. :                   
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (37-74:228-271) 
 
         10        20        30        40        50        60       
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PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
               70        80                   
PAT___ W----HD-VGFWQRDFELPA                   
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.2  bits: 19.1 E():   78 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (4-42:316-351) 
 
                                          10        20        30    
PAT___                            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
            40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
         ::   ::                                       
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY                 
            350       360       370                    
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (11-65:204-261) 
 
                                   10        20           30        
PAT___                     VSHRHQRLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
        40        50        60        70        80                  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                  
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (9-60:76-127) 
 
                                     10        20        30         
PAT___                       VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
       40        50        60        70        80                   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA                   
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (46-69:66-87) 
 
          20        30        40        50        60        70      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
          80                                                        
PAT___ FELPA                                                        
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gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (46-69:66-87) 
 
          20        30        40        50        60        70      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
          80                                                        
PAT___ FELPA                                                        
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:154-170) 
 
                      10        20        30        40        50    
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
            60        70        80                                  
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPA                                  
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:154-170) 
 
                      10        20        30        40        50    
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
            60        70        80                                  
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPA                                  
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (64-74:99-109) 
 
            40        50        60        70        80              
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA              
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (34-54:90-112) 
 
            10        20        30        40          50        60  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
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                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
              70        80                                          
PAT___ KHGGWHDVGFWQRDFELPA                                          
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (38-50:113-125) 
 
        10        20        30        40        50        60        
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
        70        80              
PAT___ DVGFWQRDFELPA              
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (38-50:113-125) 
 
        10        20        30        40        50        60        
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
        70        80              
PAT___ DVGFWQRDFELPA              
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (20-52:49-81) 
 
                          10        20        30        40          
PAT___            VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
      50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
        .:                             
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD   
       80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (21-54:24-57) 
 
                  10        20        30        40        50        
PAT___    VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
        60        70        80                           
PAT___ AAGYKHGGWHDVGFWQRDFELPA                           
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gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (24-56:162-195) 
 
                      10        20        30         40        50   
PAT___        VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
             60        70        80                                 
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPA                                 
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|162929|gb|AAA30479.1| alpha-s2-like casein precurso  (222 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (73.1% similar) in 26 aa overlap (1-23:182-206) 
 
                                             10           20        
PAT___                               VSHRHQRLGLGS---TLYTHLLKSMEAQGF 
                                     .:.:.:...: .   :.: :  :.:.     
gi|162 KTVDMESTEVFTKKTKLTEEEKNRLNFLKKISQRYQKFALPQYLKTVYQHQ-KAMKPWIQ 
             160       170       180       190       200        210 
 
        30        40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                                             
gi|162 PKTKVIPYVRYL                                          
              220                                            
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.7 E():   93 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (2-28:11-36) 
 
                        10        20        30        40        50  
PAT___          VSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
              60        70        80                                
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDFELPA                                
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (32-40:32-40) 
 
              10        20        30        40        50        60  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
              70        80                                          
PAT___ KHGGWHDVGFWQRDFELPA                                          
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (32-40:32-40) 
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              10        20        30        40        50        60  
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
              70        80                                          
PAT___ KHGGWHDVGFWQRDFELPA                                          
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 19.1 E():   97 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (5-38:237-273) 
 
                                         10        20           30  
PAT___                           VSHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA            
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 28.6% identity (66.7% similar) in 21 aa overlap (60-80:40-60) 
 
      30        40        50        60        70        80          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA          
                                     ::. :.:  .. .. .:.  :          
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:51 2011 done: Wed Jan 19 14:40:52 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 94  - 173 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    18     8:==*=== 
  34    42    21:======*======= 
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  36    58    44:==============*===== 
  38    67    73:======================= * 
  40   119   102:=================================*====== 
  42   107   124:====================================     * 
  44   102   137:==================================           * 
  46   151   140:==============================================*==== 
  48   122   134:=========================================   * 
  50    97   122:=================================       * 
  52   120   107:===================================*==== 
  54    94    92:==============================*= 
  56    59    77:====================     * 
  58    50    63:=================   * 
  60    71    51:================*======= 
  62    42    41:=============* 
  64    21    32:=======   * 
  66    21    26:======= * 
  68    25    20:======*== 
  70    13    16:=====* 
  72    23    12:===*==== 
  74    14    10:===*= 
  76    10     7:==*= 
  78     3     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     6     3:*= 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     5     0:==        *===== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.37300.00319; mu= 8.2017 0.163 
 mean_var=28.5719 7.204, 0's: 2 Z-trim: 12  B-trim: 128 in 2/42 
 Lambda= 0.239941 
 Kolmogorov-Smirnov  statistic: 0.0392 (N=29) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.6   0.038 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.5   0.079 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.5   0.083 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.5   0.085 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   69 27.8    0.12 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   69 27.8    0.14 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.8    0.14 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.8    0.14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   69 27.8    0.14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   68 27.5    0.17 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.7    0.57 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.7     1.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.3     1.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.6     5.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.6 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.6     5.7 
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gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.6     5.7 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.5 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     9.1 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   53 22.2     9.5 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   53 22.2     9.5 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6      10 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.2      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   50 21.2      12 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   55 22.9      12 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   50 21.2      13 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.5      15 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.5      15 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.5      15 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   54 22.5      16 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.9      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      16 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.2      21 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      24 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      25 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.9      25 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      26 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.9      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      28 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      30 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.8      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.8      33 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.8      33 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.8      33 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.8      33 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      34 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      34 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      35 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      37 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      39 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 18.5      39 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      40 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      40 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      44 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      44 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.2      44 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      45 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      45 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.8      45 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      45 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      48 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      49 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      49 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      49 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      50 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      50 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      51 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      51 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      51 
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gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      53 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      53 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.2      56 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      60 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.8      60 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      64 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   44 19.1      64 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   44 19.1      64 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   44 19.1      64 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      65 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      65 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   43 18.8      68 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   44 19.1      68 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      70 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      70 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      71 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.1      71 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.1      73 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      73 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   42 18.5      73 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   42 18.5      74 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      75 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      75 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.1      76 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.1      77 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      80 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      81 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      82 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      82 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      82 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      83 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      85 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      85 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.1      86 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.1      88 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   42 18.5      88 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   40 17.8      90 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      92 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      93 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      94 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   39 17.5      94 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.1      97 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   42 18.4      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 128.0  bits: 28.6 E(): 0.038 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (6-39:23-57) 
 
                                10        20        30         40   
PAT___                  SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                       
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.2  bits: 28.5 E(): 0.079 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (7-59:81-133) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
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               60        70        80        90       100       110 
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.9  bits: 28.5 E(): 0.083 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (7-59:92-144) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.7  bits: 28.5 E(): 0.085 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (7-59:99-151) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.7  bits: 27.8 E(): 0.12 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (8-79:69-144) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
        40        50        60            70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.0  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (8-79:93-168) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
        40        50        60            70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAP              
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       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.0  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (7-59:98-150) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.0  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (7-59:98-150) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.0  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (8-79:93-168) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
        40        50        60            70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  68  Z-score: 116.1  bits: 27.5 E(): 0.17 
Smith-Waterman score: 68; 26.3% identity (46.1% similar) in 76 aa overlap (8-79:93-168) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
        40        50        60            70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
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gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 106.9  bits: 25.7 E(): 0.57 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (8-64:17-74) 
 
                        10        20        30          40          
PAT___          SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
      50        60        70        80                              
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAP                              
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.1  bits: 24.7 E():  1.2 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (10-73:98-164) 
 
                                    10        20         30         
PAT___                      SHRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
        40         50        60        70        80                 
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.3  bits: 24.3 E():  1.7 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (8-64:50-107) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
          40        50        60        70        80                
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (6-38:3-35) 
 
               10        20        30        40        50        60 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
            ::.  ..:.. ::   .: .:....... . .:                       
gi|226    MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNL 
                  10        20        30        40        50        
 
               70        80                                         
PAT___ KHGGWHDVGFWQRDFELPAP                                         
                                                                    
gi|226 NQCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGE 
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        60        70        80        90       100       110        
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (26-57:70-105) 
 
                    10        20        30         40           50  
PAT___      SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
              60        70        80                        
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAP                        
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.0  bits: 22.9 E():  5.6 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (25-65:67-113) 
 
                     10        20        30        40               
PAT___       SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
        50        60        70        80                            
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                            
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (45-78:105-136) 
 
           20        30        40        50        60        70     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
           80                
PAT___ FELPAP                
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (45-78:105-136) 
 
           20        30        40        50        60        70     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
           80                
PAT___ FELPAP                
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.5 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (18-42:144-168) 
 
                            10        20        30        40        

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3041



 

 

PAT___              SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
        50        60        70        80                            
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                            
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.5 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (18-42:144-168) 
 
                            10        20        30        40        
PAT___              SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
        50        60        70        80                            
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                            
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 21.6 E():  9.1 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (8-59:68-119) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.0  bits: 22.2 E():  9.5 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (4-77:225-301) 
 
                                          10        20        30    
PAT___                            SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|212 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
            40            50        60        70        80          
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP          
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|212 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|212 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.0  bits: 22.2 E():  9.5 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (4-77:225-301) 
 
                                          10        20        30    
PAT___                            SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|833 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
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            40            50        60        70        80          
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP          
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|833 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|833 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (8-59:91-142) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (8-59:91-142) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.4  bits: 24.2 E():   10 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (17-68:481-539) 
 
                             10        20        30        40       
PAT___               SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
                50        60        70        80                    
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                    
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 50; 32.4% identity (64.7% similar) in 34 aa overlap (1-34:97-129) 
 
                                             10        20        30 
PAT___                               SHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     :.:.. .: .: .  . .    :::.: :. 
gi|111 CWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VI 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP           
       : .:                                                         
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gi|111 ACVGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEV 
         130       140       150       160       170       180      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 82.8  bits: 22.9 E():   12 
Smith-Waterman score: 55; 25.4% identity (55.2% similar) in 67 aa overlap (1-67:183-242) 
 
                                             10        20        30 
PAT___                               SHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|423 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
               40        50        60        70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP           
       .. : : ::.  :.  :. ::.   . :::   .::.                        
gi|423 GIQG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|423 HVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 50; 21.1% identity (46.1% similar) in 76 aa overlap (8-79:91-166) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        40        50            60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :..   :     ...:  :. : .   . ::               
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (61-77:48-65) 
 
               40        50        60         70        80          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAP          
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (61-77:48-65) 
 
               40        50        60         70        80          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAP          
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (61-77:48-65) 
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               40        50        60         70        80          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAP          
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.0  bits: 22.5 E():   16 
Smith-Waterman score: 54; 25.4% identity (53.7% similar) in 67 aa overlap (1-67:183-242) 
 
                                             10        20        30 
PAT___                               SHRHQRLGLGSTLYTHLLKSMEAQGFKSVV 
                                     . ::   : :.    . ..   . ... .. 
gi|218 HQIASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYIT 
            160       170       180       190       200       210   
 
               40        50        60        70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP           
       .. : : ::   :.  :. ::.   . :::   .::.                        
gi|218 GIQG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQF 
              220         230          240       250       260      
 
gi|218 HVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNP 
         270       280       290       300       310       320      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (8-78:91-165) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50            60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.9 E():   16 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (7-74:83-155) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
            40        50            60        70        80          
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAP          
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 22.2 E():   21 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (59-73:656-670) 
 
       30        40        50        60        70        80         
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PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP         
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 20.2 E():   24 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (8-59:69-120) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (9-61:92-138) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
         40        50        60        70        80    
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP    
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.3  bits: 17.9 E():   25 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (60-65:45-50) 
 
      30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                     :..:::                
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG               
           20        30        40        50                
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (8-59:91-142) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (8-70:92-157) 
 
                                      10        20        30        
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PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
        40        50        60            70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (57-73:16-32) 
 
         30        40        50        60        70        80       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP       
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (8-59:29-80) 
 
                                    10        20        30          
PAT___                      SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
       40        50        60        70        80                   
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                   
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (19-47:271-299) 
 
                           10        20        30        40         
PAT___             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
       50        60        70        80                             
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                             
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.8  bits: 21.2 E():   30 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (35-71:202-237) 
 
           10        20        30        40        50        60     
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
           70        80                                             
PAT___ WHDVGFWQRDFELPAP                                             
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        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (6-53:77-124) 
 
                                        10        20        30      
PAT___                          SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
           40        50        60        70        80    
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP    
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (8-59:57-108) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (8-33:50-75) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.8 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (8-59:80-131) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (19-47:270-298) 
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                           10        20        30        40         
PAT___             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
       50        60        70        80                             
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                             
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (8-59:91-142) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (8-78:91-165) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
        40        50            60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (8-59:91-142) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (8-59:91-142) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
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gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (20-41:98-119) 
 
                          10        20        30        40          
PAT___            SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
      50        60        70        80                              
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAP                              
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (20-41:99-120) 
 
                          10        20        30        40          
PAT___            SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
      50        60        70        80                              
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAP                              
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (20-64:17-69) 
 
               10        20        30           40             50   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTAR 
                          :  :. .:.:.. .:.  :    :  :.:  :       .  
gi|117    MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISS 
                  10        20        30        40        50        
 
             60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                           
       :. . :.   ::                                           
gi|117 GSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
        60        70        80        90       100       110  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (7-52:230-274) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
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      260       270       280       290       300       310         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.9  bits: 19.5 E():   39 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (3-41:187-222) 
 
                                           10        20        30   
PAT___                             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
             40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
         ::.  ::                                        
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                  
           220       230       240                      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.5 E():   39 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (23-55:12-45) 
 
               10        20        30         40        50          
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTARGTLRAAG 
                             :. .. . ..::::   :  : :   :    : .     
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
      60        70        80                                        
PAT___ YKHGGWHDVGFWQRDFELPAP                                        
                                                                    
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (8-58:255-310) 
 
                                      10        20             30   
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
             40        50        60        70        80             
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP             
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
             130       140       150       160      
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
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PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN      
             130       140       150       160      
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (26-40:11-25) 
 
               10        20        30        40        50        60 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                : .:..:.:: ..:.                     
gi|300                MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINAS 
                              10        20        30        40      
 
               70        80                                         
PAT___ KHGGWHDVGFWQRDFELPAP                                         
                                                                    
gi|300 FRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHA 
          50        60        70        80        90       100      
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (26-40:11-25) 
 
               10        20        30        40        50        60 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                : .:..:.:: ..:.                     
gi|300                MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNAS 
                              10        20        30        40      
 
               70        80                                         
PAT___ KHGGWHDVGFWQRDFELPAP                                         
                                                                    
gi|300 FRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHA 
          50        60        70        80        90       100      
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (20-64:17-69) 
 
               10        20        30           40             50   
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTAR 
                          :  :. .:.:.. .:.  :    :  :.:  :       .  
gi|215    MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISS 
                  10        20        30        40        50        
 
             60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                           
       :. . :.   ::                                           
gi|215 GSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
        60        70        80        90       100       110  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (52-71:154-185) 
 
              30        40        50        60                      
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
      70        80                            
PAT___ FWQRDFELPAP                            
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       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.8  bits: 18.2 E():   45 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (22-52:35-67) 
 
                        10        20        30           40         
PAT___          SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       50        60        70        80                  
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.8  bits: 18.2 E():   45 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (22-52:35-67) 
 
                        10        20        30           40         
PAT___          SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       50        60        70        80                  
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (8-46:35-72) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.7  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (17-40:104-126) 
 
                             10        20        30        40       
PAT___               SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
         50        60        70        80                           
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                           
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.8 E():   45 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (11-45:130-170) 
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                                   10         20             30     
PAT___                     SHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
           40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
       : .:  : : .                                    
gi|292 LHKDQIVVLSDDDRCQGSRD                           
     160       170                                    
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (20-38:44-62) 
 
                          10        20        30        40          
PAT___            SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
      50        60        70        80                              
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAP                              
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (8-59:68-119) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (23-51:203-231) 
 
                       10        20        30        40        50   
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             60        70        80                                 
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                                 
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 20.5 E():   49 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (35-71:202-237) 
 
           10        20        30        40        50        60     
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
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           70        80                                             
PAT___ WHDVGFWQRDFELPAP                                             
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (3-41:250-285) 
 
                                           10        20        30   
PAT___                             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
             40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
         ::.  ::                                        
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                  
        280       290       300                         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (23-51:203-231) 
 
                       10        20        30        40        50   
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             60        70        80                                 
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                                 
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (18-67:87-132) 
 
                            10        20        30        40        
PAT___              SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
        50        60        70        80                            
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                            
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:91-116) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
              130       140       150               
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
             130       140       150       160      
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
             130       140       150       160      
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
             130       140       150       160      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN      
             130       140       150       160      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
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              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN      
             130       140       150       160      
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
             130       140       150       160      
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (9-32:92-117) 
 
                                     10          20        30       
PAT___                       SHRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                                    
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN      
             130       140       150       160      
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (6-38:18-50) 
 
                           10        20        30        40         
PAT___             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                             
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (8-59:92-143) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (8-59:93-144) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.2 E():   56 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (64-80:2-18) 
 
            40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
                                     : .:   :.  .  : : 
gi|244                              IGNEDCTPWMSTLITPLP 
                                            10         
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (49-70:147-168) 
 
       20        30        40        50        60        70         
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
       80                                                           
PAT___ AP                                                           
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.8 E():   60 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (35-76:390-431) 
 
           10        20        30        40        50        60     
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
           70        80                                       
PAT___ WHDVGFWQRDFELPAP                                       
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (8-39:238-268) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
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       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (54-77:6-29) 
 
            30        40        50        60        70        80    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP    
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (54-77:6-29) 
 
            30        40        50        60        70        80    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP    
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (54-77:6-29) 
 
            30        40        50        60        70        80    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP    
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (45-57:106-118) 
 
           20        30        40        50        60        70     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
           80                     
PAT___ FELPAP                     
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (2-26:222-246) 
 
                                            10        20        30  
PAT___                              SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
              40        50        60        70        80            
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP            

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3059



 

 

                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 43; 18.7% identity (45.3% similar) in 75 aa overlap (8-78:91-165) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        40        50            60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAP              
       .: .  :  :.  : :..   :     ...:  :. : .   . :                
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (54-77:27-50) 
 
            30        40        50        60        70        80    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP    
                                     ::: .   .:   :  : ..:.::       
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.1  bits: 21.1 E():   70 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (24-61:160-196) 
 
                      10        20        30        40        50    
PAT___        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
            60        70        80                                  
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAP                                  
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (7-51:226-270) 
 
                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (7-60:184-238) 
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                                       10        20        30       
PAT___                         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
           40         50        60        70        80              
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP              
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.1 E():   71 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (11-45:128-168) 
 
                                   10         20             30     
PAT___                     SHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
           40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
       : .:  : : .                                    
gi|292 LHKDQIVVLSDDDRCQGSRD                           
       160       170                                  
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.1 E():   73 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (11-45:131-171) 
 
                                   10         20             30     
PAT___                     SHRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
           40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
       : .:  : : .                                    
gi|312 LHKDQIVVLSDDDRCQGSRD                           
              170       180                           
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:118-134) 
 
                       10        20        30        40        50   
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
             60        70        80                                 
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                                 
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (23-55:116-149) 
 
                       10        20        30         40        50  
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|289 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
          90       100       110       120       130       140      
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              60        70        80                                
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAP                                
        : .                                                         
gi|289 NGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
         150       160       170       180       190       200      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.7  bits: 15.8 E():   74 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (68-79:15-26) 
 
        40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP           
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (23-55:119-152) 
 
                       10        20        30         40        50  
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|424 DDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGI 
       90       100       110       120       130       140         
 
              60        70        80                                
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAP                                
        : .                                                         
gi|424 NGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQ 
      150       160       170       180       190       200         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 26.0% identity (56.0% similar) in 50 aa overlap (36-79:228-277) 
 
          10        20        30        40        50        60      
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                70        80                  
PAT___ W----HD-VGFWQRDFELPAP                  
       :    .: .::..:  .. :                   
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (36-73:228-271) 
 
          10        20        30        40        50        60      
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
                70        80                  
PAT___ W----HD-VGFWQRDFELPAP                  
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (3-41:316-351) 
 
                                           10        20        30   
PAT___                             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
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gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
             40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
         ::   ::                                        
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY                  
            350       360       370                     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (10-64:204-261) 
 
                                    10        20           30       
PAT___                      SHRHQRLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
         40        50        60        70        80                 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                 
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (8-59:76-127) 
 
                                      10        20        30        
PAT___                        SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
        40        50        60        70        80                  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                  
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (45-68:66-87) 
 
           20        30        40        50        60        70     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
           80                                                       
PAT___ FELPAP                                                       
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (45-68:66-87) 
 
           20        30        40        50        60        70     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
           80                                                       
PAT___ FELPAP                                                       
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
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           100       110       120       130       140       150    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:154-170) 
 
                       10        20        30        40        50   
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             60        70        80                                 
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                                 
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:154-170) 
 
                       10        20        30        40        50   
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             60        70        80                                 
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAP                                 
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (63-73:99-109) 
 
             40        50        60        70        80             
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP             
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (33-53:90-112) 
 
             10        20        30        40          50        60 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
               70        80                                         
PAT___ KHGGWHDVGFWQRDFELPAP                                         
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 67.6  bits: 20.1 E():   85 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (59-80:707-729) 
 
       30        40        50        60        70         80        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAP        
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
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        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (37-49:113-125) 
 
         10        20        30        40        50        60       
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
         70        80             
PAT___ DVGFWQRDFELPAP             
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (37-49:113-125) 
 
         10        20        30        40        50        60       
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
         70        80             
PAT___ DVGFWQRDFELPAP             
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.1 E():   86 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (19-51:49-81) 
 
                           10        20        30        40         
PAT___             SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
       50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAP 
        .:                              
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD    
       80        90       100           
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.1 E():   88 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (20-53:24-57) 
 
                   10        20        30        40        50       
PAT___     SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
         60        70        80                          
PAT___ AAGYKHGGWHDVGFWQRDFELPAP                          
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.5 E():   88 
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Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (23-55:162-195) 
 
                       10        20        30         40        50  
PAT___         SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN-DPSVRLHEALGYTA 
                                     :. .. . ..::::   :  : :   :    
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
              60        70        80                                
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAP                                
        : .                                                         
gi|225 NGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQ 
             200       210       220       230       240       250  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 40; 29.6% identity (66.7% similar) in 27 aa overlap (1-27:11-36) 
 
                         10        20        30        40        50 
PAT___           SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYT 
                 :.: .. : ::...  . . . :. ::                        
gi|184 MSRKSGSRSSSKRSKKSGGGSNVFDMFTQRQVAE-FKEGFQLMDRDKDGVIGKTDLRGTF 
               10        20        30         40        50          
 
               60        70        80                               
PAT___ ARGTLRAAGYKHGGWHDVGFWQRDFELPAP                               
                                                                    
gi|184 DEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEEGNI 
      60        70        80        90       100       110          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (31-39:32-40) 
 
               10        20        30        40        50        60 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
               70        80                                         
PAT___ KHGGWHDVGFWQRDFELPAP                                         
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (31-39:32-40) 
 
               10        20        30        40        50        60 
PAT___ SHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
               70        80                                         
PAT___ KHGGWHDVGFWQRDFELPAP                                         
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (4-37:237-273) 
 
                                          10        20           30 
PAT___                            SHRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
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               40        50        60        70        80           
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP           
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 28.6% identity (66.7% similar) in 21 aa overlap (59-79:40-60) 
 
       30        40        50        60        70        80         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP         
                                     ::. :.:  .. .. .:.  :          
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (33-39:9-15) 
 
             10        20        30        40        50        60   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
             70        80                                           
PAT___ GGWHDVGFWQRDFELPAP                                           
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 10 aa overlap (71-80:249-258) 
 
               50        60        70        80                     
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP                     
                                     :.. :  : :                     
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:52 2011 done: Wed Jan 19 14:40:52 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 95  - 174 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    26     8:==*====== 
  34    45    21:======*======== 
  36    53    44:==============*=== 
  38    72    73:========================* 
  40   100   102:=================================* 
  42   110   124:=====================================    * 
  44    95   137:================================             * 
  46   149   140:==============================================*=== 
  48   117   134:=======================================     * 
  50   100   122:==================================      * 
  52   131   107:===================================*======== 
  54    96    92:==============================*= 
  56    58    77:====================     * 
  58    55    63:=================== * 
  60    71    51:================*======= 
  62    44    41:=============*= 
  64    19    32:=======   * 
  66    20    26:======= * 
  68    19    20:======* 
  70    17    16:=====* 
  72    23    12:===*==== 
  74    12    10:===* 
  76    15     7:==*== 
  78     4     6:=* 
  80     3     5:=* 
  82     4     3:*= 
  84     6     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     5     0:==        *===== 
>120     5     0:==        *===== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.33270.00311; mu= 8.5375 0.159 
 mean_var=27.4575 6.965, 0's: 2 Z-trim: 12  B-trim: 128 in 2/42 
 Lambda= 0.244762 
 Kolmogorov-Smirnov  statistic: 0.0356 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.8   0.032 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.7   0.068 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.7   0.071 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.7   0.073 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   69 28.0    0.11 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   69 28.0    0.12 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.0    0.12 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.0    0.12 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   69 28.0    0.12 
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gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   68 27.7    0.15 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.9     0.5 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.8     1.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.5     1.5 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7     5.1 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.0     5.2 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.2 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.7     5.3 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.7     5.3 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 23.0     7.9 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 23.0     7.9 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.7     8.6 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   53 22.3     8.8 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   53 22.3     8.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.7     9.4 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.7     9.4 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   50 21.3      12 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.6      14 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.6      14 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.6      14 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   54 22.6      15 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 21.0      15 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 22.0      16 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   53 22.3      19 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.3      20 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.3      23 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      24 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.9      24 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.3      25 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      25 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   49 20.9      26 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      27 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.9      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.9      27 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      29 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      30 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.9      30 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      30 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      32 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.9      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      32 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.6      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.6      34 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      36 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.6      37 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      38 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   45 19.5      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   45 19.5      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.2      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      44 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      44 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.9      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      44 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      47 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      47 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      47 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      48 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.2      48 
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gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      49 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   49 20.9      51 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      52 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.2      56 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.8      59 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      59 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      62 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   44 19.2      62 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   44 19.2      62 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   44 19.2      62 
gi|56788031|gb|AAW29810.1| seed storage protein [J ( 507)   46 19.8      63 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      64 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   43 18.8      67 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   44 19.2      67 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      68 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      69 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      70 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      71 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      71 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      74 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      74 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.2      75 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      78 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.2      79 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.2      79 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      81 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.2      81 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.2      82 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      84 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.2      85 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.1      87 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      91 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      91 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      92 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      92 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   39 17.5      93 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   42 18.5      95 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.1      96 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   45 19.5      96 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 129.3  bits: 28.8 E(): 0.032 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (5-38:23-57) 
 
                                 10        20        30         40  
PAT___                   HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                      
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
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 initn:  71 init1:  71 opt:  71  Z-score: 123.5  bits: 28.7 E(): 0.068 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (6-58:81-133) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 123.1  bits: 28.7 E(): 0.071 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (6-58:92-144) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.9  bits: 28.7 E(): 0.073 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (6-58:99-151) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 119.9  bits: 28.0 E(): 0.11 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (7-78:69-144) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 119.1  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (7-78:93-168) 
 
                                       10        20        30       
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PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 119.1  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (6-58:98-150) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 119.1  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (6-58:98-150) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 119.1  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (7-78:93-168) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  68  Z-score: 117.2  bits: 27.7 E(): 0.15 
Smith-Waterman score: 68; 26.3% identity (46.1% similar) in 76 aa overlap (7-78:93-168) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.8  bits: 25.9 E():  0.5 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (7-63:17-74) 
 
                         10        20        30          40         
PAT___           HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
       50        60        70        80                             
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                             
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 102.0  bits: 24.8 E():  1.1 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (9-72:98-164) 
 
                                     10        20         30        
PAT___                       HRHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
         40         50        60        70        80                
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 99.1  bits: 24.5 E():  1.5 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (7-63:50-107) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
           40        50        60        70        80               
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP               
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.8  bits: 21.7 E():  5.1 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (5-37:3-35) 
 
               10        20        30        40        50        60 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
           ::.  ..:.. ::   .: .:....... . .:                        
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gi|226   MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLN 
                 10        20        30        40        50         
 
               70        80                                         
PAT___ HGGWHDVGFWQRDFELPAPP                                         
                                                                    
gi|226 QCQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEE 
       60        70        80        90       100       110         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.6  bits: 23.0 E():  5.2 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (24-64:67-113) 
 
                      10        20        30               40       
PAT___        HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
         50        60        70        80                           
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                           
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.5  bits: 21.7 E():  5.2 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (25-56:70-105) 
 
                     10        20        30         40           50 
PAT___       HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
               60        70        80                       
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPP                       
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 89.4  bits: 21.7 E():  5.3 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (44-77:105-136) 
 
            20        30        40        50        60        70    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
            80               
PAT___ FELPAPP               
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 89.4  bits: 21.7 E():  5.3 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (44-77:105-136) 
 
            20        30        40        50        60        70    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
            80               
PAT___ FELPAPP               
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
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            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 86.3  bits: 23.0 E():  7.9 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (17-41:144-168) 
 
                             10        20        30        40       
PAT___               HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
         50        60        70        80                           
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                           
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 86.3  bits: 23.0 E():  7.9 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (17-41:144-168) 
 
                             10        20        30        40       
PAT___               HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
         50        60        70        80                           
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                           
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 21.7 E():  8.6 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (7-58:68-119) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.5  bits: 22.3 E():  8.8 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (3-76:225-301) 
 
                                           10        20        30   
PAT___                             HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|212 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
             40            50        60        70        80         
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP         
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|212 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|212 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.5  bits: 22.3 E():  8.8 
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Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (3-76:225-301) 
 
                                           10        20        30   
PAT___                             HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|833 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
             40            50        60        70        80         
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP         
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|833 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|833 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (7-58:91-142) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 85.0  bits: 24.3 E():  9.4 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (16-67:481-539) 
 
                              10        20        30                
PAT___                HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
       40        50        60        70        80                   
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                   
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (7-58:91-142) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 21.3 E():   12 
Smith-Waterman score: 50; 21.1% identity (46.1% similar) in 76 aa overlap (7-78:91-166) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :..   :     ...:  :. : .   . ::               
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (60-76:48-65) 
 
      30        40        50        60         70        80         
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPP         
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (60-76:48-65) 
 
      30        40        50        60         70        80         
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPP         
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (60-76:48-65) 
 
      30        40        50        60         70        80         
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPP         
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.4  bits: 22.6 E():   15 
Smith-Waterman score: 54; 26.2% identity (55.4% similar) in 65 aa overlap (2-66:185-242) 
 
                                            10        20        30  
PAT___                              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ::   : :.    . ..   . ... .... 
gi|423 IASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYITGI 
          160       170       180       190       200       210     
 
              40        50        60        70        80            
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP            
        : : ::.  :.  :. ::.   . :::   .::.                          
gi|423 QG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQFHV 
            220         230          240       250       260        
 
gi|423 AARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNPHG 
       270       280       290       300       310       320        
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>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (7-77:91-165) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 22.0 E():   16 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (6-73:83-155) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
             40        50            60        70        80         
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPP         
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 79.5  bits: 22.3 E():   19 
Smith-Waterman score: 53; 26.2% identity (53.8% similar) in 65 aa overlap (2-66:185-242) 
 
                                            10        20        30  
PAT___                              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ::   : :.    . ..   . ... .... 
gi|218 IASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYITGI 
          160       170       180       190       200       210     
 
              40        50        60        70        80            
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP            
        : : ::   :.  :. ::.   . :::   .::.                          
gi|218 QG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQFHV 
            220         230          240       250       260        
 
gi|218 AARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNPHG 
       270       280       290       300       310       320        
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 22.3 E():   20 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (58-72:656-670) 
 
        30        40        50        60        70        80        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP        
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (7-58:69-120) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (8-60:92-138) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
          40        50        60        70        80   
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP   
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.5  bits: 17.9 E():   24 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (59-64:45-50) 
 
       30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                     :..:::                 
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                
           20        30        40        50                 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (7-58:91-142) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.3  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (7-69:92-157) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
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              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.9 E():   26 
Smith-Waterman score: 49; 50.0% identity (75.0% similar) in 12 aa overlap (69-80:400-411) 
 
       40        50        60        70        80                   
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                   
                                     : :..: .: ::                   
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (7-58:29-80) 
 
                                     10        20        30         
PAT___                       HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
        40        50        60        70        80                  
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                  
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (56-72:16-32) 
 
          30        40        50        60        70        80      
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP      
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (18-46:271-299) 
 
                            10        20        30        40        
PAT___              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
        50        60        70        80                            
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                            
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.1  bits: 21.2 E():   29 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (34-70:202-237) 
 
            10        20        30        40        50        60    
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
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             180       190       200        210       220       230 
 
            70        80                                            
PAT___ WHDVGFWQRDFELPAPP                                            
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (5-52:77-124) 
 
                                         10        20        30     
PAT___                           HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
            40        50        60        70        80   
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP   
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (7-58:57-108) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (18-46:270-298) 
 
                            10        20        30        40        
PAT___              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
        50        60        70        80                            
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                            
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (7-58:80-131) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
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>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (7-32:50-75) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (7-58:91-142) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (7-58:91-142) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (7-77:91-165) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (7-58:91-142) 
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                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (19-40:98-119) 
 
                           10        20        30        40         
PAT___             HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
       50        60        70        80                             
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                             
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (19-40:99-120) 
 
                           10        20        30        40         
PAT___             HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
       50        60        70        80                             
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                             
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (19-63:17-69) 
 
               10        20        30           40             50   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARG 
                         :  :. .:.:.. .:.  :    :  :.:  :       . : 
gi|117   MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSG 
                 10        20        30        40        50         
 
             60        70        80                          
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPP                          
       . . :.   ::                                           
gi|117 SQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
       60        70        80        90       100       110  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (6-51:230-274) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
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          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.1  bits: 19.6 E():   37 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (2-40:187-222) 
 
                                            10        20        30  
PAT___                              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
              40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
         ::.  ::                                         
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                   
           220       230       240                       
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (7-57:255-310) 
 
                                       10        20             30  
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
              40        50        60        70        80            
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP            
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 45; 31.2% identity (62.5% similar) in 32 aa overlap (2-33:99-129) 
 
                                            10        20        30  
PAT___                              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     :.. .: .: .  . .    :::.: :.:  
gi|111 VKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VIAC 
       70        80        90       100       110       120         
 
              40        50        60        70        80            
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP            
       .:                                                           
gi|111 VGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEVHA 
       130       140       150       160       170       180        
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN       
             130       140       150       160       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 45; 50.0% identity (80.0% similar) in 10 aa overlap (71-80:235-244) 
 
               50        60        70        80                     
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                     
                                     :..: .: ::                     
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (25-39:11-25) 
 
               10        20        30        40        50        60 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                               : .:..:.:: ..:.                      
gi|300               MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASF 
                             10        20        30        40       
 
               70        80                                         
PAT___ HGGWHDVGFWQRDFELPAPP                                         
                                                                    
gi|300 RAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAA 
         50        60        70        80        90       100       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (25-39:11-25) 
 
               10        20        30        40        50        60 
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 
                               : .:..:.:: ..:.                      
gi|300               MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASF 
                             10        20        30        40       
 
               70        80                                         
PAT___ HGGWHDVGFWQRDFELPAPP                                         
                                                                    
gi|300 RAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAA 
         50        60        70        80        90       100       
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (51-70:154-185) 
 
               30        40        50        60                     
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
       70        80                           
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PAT___ FWQRDFELPAPP                           
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (19-63:17-69) 
 
               10        20        30           40             50   
PAT___ HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARG 
                         :  :. .:.:.. .:.  :    :  :.:  :       . : 
gi|215   MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSG 
                 10        20        30        40        50         
 
             60        70        80                          
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPP                          
       . . :.   ::                                           
gi|215 SEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
       60        70        80        90       100       110  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.0  bits: 20.5 E():   43 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (16-39:104-126) 
 
                              10        20        30        40      
PAT___                HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
          50        60        70        80                          
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                          
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (7-45:35-72) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (21-51:35-67) 
 
                         10        20        30           40        
PAT___           HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
        50        60        70        80                 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
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Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (21-51:35-67) 
 
                         10        20        30           40        
PAT___           HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
        50        60        70        80                 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (10-44:130-170) 
 
                                    10         20             30    
PAT___                      HRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
            40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
       : .:  : : .                                     
gi|292 LHKDQIVVLSDDDRCQGSRD                            
     160       170                                     
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (19-37:44-62) 
 
                           10        20        30        40         
PAT___             HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
       50        60        70        80                             
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                             
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (7-58:68-119) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.3  bits: 20.5 E():   47 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (34-70:202-237) 
 
            10        20        30        40        50        60    
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
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            70        80                                            
PAT___ WHDVGFWQRDFELPAPP                                            
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (22-50:203-231) 
 
                        10        20        30        40        50  
PAT___          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
              60        70        80                                
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPP                                
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (2-40:250-285) 
 
                                            10        20        30  
PAT___                              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
              40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
         ::.  ::                                         
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                   
        280       290       300                          
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (22-50:203-231) 
 
                        10        20        30        40        50  
PAT___          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
              60        70        80                                
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPP                                
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (17-66:87-132) 
 
                             10        20        30        40       
PAT___               HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
         50        60        70        80                           
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                           
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:91-116) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
              130       140       150                
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
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gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN       
             130       140       150       160       
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN       
             130       140       150       160       
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (8-31:92-117) 
 
                                      10          20        30      
PAT___                        HRHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                                     
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (5-37:18-50) 
 
                            10        20        30        40        
PAT___              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                            
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
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               70        80        90       100       110       120 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 71.6  bits: 20.9 E():   51 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (58-79:707-729) 
 
        30        40        50        60        70         80       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPP       
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (7-58:92-143) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (7-58:93-144) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.2 E():   56 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (63-79:2-18) 
 
             40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
                                     : .:   :.  .  : :  
gi|244                              IGNEDCTPWMSTLITPLP  
                                            10          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.8 E():   59 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (34-75:390-431) 
 
            10        20        30        40        50        60    
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
            70        80                                      
PAT___ WHDVGFWQRDFELPAPP                                      
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
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     420       430       440       450       460       470    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (48-69:147-168) 
 
        20        30        40        50        60        70        
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
        80                                                          
PAT___ APP                                                          
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (7-38:238-268) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (53-76:6-29) 
 
             30        40        50        60        70        80   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP   
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (53-76:6-29) 
 
             30        40        50        60        70        80   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP   
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (53-76:6-29) 
 
             30        40        50        60        70        80   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP   
                                     ::: .   .:   :  : ..:.::       
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
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          40        50        60        70        80        90      
 
>>gi|56788031|gb|AAW29810.1| seed storage protein [Jugla  (507 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 46; 28.0% identity (76.0% similar) in 25 aa overlap (1-25:222-246) 
 
                                             10        20        30 
PAT___                               HRHQRLGLGSTLYTHLLKSMEAQGFKSVVA 
                                     : .:. :::..... .  .. :..:      
gi|567 GNPDDEFRPQGQQEYEQHRRQQQRQQRPGEHGQQQRGLGNNVFSGFDADFLADAFNVDTE 
             200       210       220       230       240       250  
 
               40        50        60        70        80           
PAT___ VIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP           
                                                                    
gi|567 TARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSRRGG 
             260       270       280       290       300       310  
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (44-56:106-118) 
 
            20        30        40        50        60        70    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
            80                    
PAT___ FELPAPP                    
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 43; 18.7% identity (45.3% similar) in 75 aa overlap (7-77:91-165) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         40        50            60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPP             
       .: .  :  :.  : :..   :     ...:  :. : .   . :                
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 19.2 E():   67 
Smith-Waterman score: 44; 37.5% identity (58.3% similar) in 24 aa overlap (53-76:27-50) 
 
             30        40        50        60        70        80   
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP   
                                     ::: .   .:   :  : ..:.::       
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (23-60:160-196) 
 
                       10        20        30        40        50   
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PAT___         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
             60        70        80                                 
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPP                                 
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 19.2 E():   68 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (6-50:226-270) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (6-59:184-238) 
 
                                        10        20        30      
PAT___                          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
            40         50        60        70        80             
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP             
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (10-44:128-168) 
 
                                    10         20             30    
PAT___                      HRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
            40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
       : .:  : : .                                     
gi|292 LHKDQIVVLSDDDRCQGSRD                            
       160       170                                   
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (10-44:131-171) 
 
                                    10         20             30    
PAT___                      HRHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
            40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
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       : .:  : : .                                     
gi|312 LHKDQIVVLSDDDRCQGSRD                            
              170       180                            
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:118-134) 
 
                        10        20        30        40        50  
PAT___          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
              60        70        80                                
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPP                                
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.0% identity (56.0% similar) in 50 aa overlap (35-78:228-277) 
 
           10        20        30        40        50        60     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                 70        80                 
PAT___ W----HD-VGFWQRDFELPAPP                 
       :    .: .::..:  .. :                   
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (35-72:228-271) 
 
           10        20        30        40        50        60     
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
                 70        80                 
PAT___ W----HD-VGFWQRDFELPAPP                 
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.7  bits: 15.8 E():   74 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (67-78:15-26) 
 
         40        50        60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP          
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (2-40:316-351) 
 
                                            10        20        30  
PAT___                              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
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              40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
         ::   ::                                         
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY                   
            350       360       370                      
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (9-63:204-261) 
 
                                     10        20           30      
PAT___                       HRHQRLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
          40        50        60        70        80                
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (7-58:76-127) 
 
                                       10        20        30       
PAT___                         HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
         40        50        60        70        80                 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                 
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (44-67:66-87) 
 
            20        30        40        50        60        70    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
            80                                                      
PAT___ FELPAPP                                                      
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (44-67:66-87) 
 
            20        30        40        50        60        70    
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
            80                                                      
PAT___ FELPAPP                                                      
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
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>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:154-170) 
 
                        10        20        30        40        50  
PAT___          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
              60        70        80                                
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPP                                
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:154-170) 
 
                        10        20        30        40        50  
PAT___          HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
              60        70        80                                
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPP                                
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (62-72:99-109) 
 
              40        50        60        70        80            
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP            
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (32-52:90-112) 
 
              10        20        30        40          50          
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
      60        70        80                                        
PAT___ KHGGWHDVGFWQRDFELPAPP                                        
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (36-48:113-125) 
 
          10        20        30        40        50        60      
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
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          70        80            
PAT___ DVGFWQRDFELPAPP            
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (36-48:113-125) 
 
          10        20        30        40        50        60      
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
          70        80            
PAT___ DVGFWQRDFELPAPP            
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (18-50:49-81) 
 
                            10        20        30        40        
PAT___              HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
        50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP 
        .:                               
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD     
       80        90       100            
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (19-52:24-57) 
 
                    10        20        30        40        50      
PAT___      HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
          60        70        80                         
PAT___ AAGYKHGGWHDVGFWQRDFELPAPP                         
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 66.7% identity (100.0% similar) in 6 aa overlap (75-80:56-61) 
 
           50        60        70        80                         
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                         
                                     :.:.::                         
gi|217 GNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALR 
          30        40        50        60        70        80      
 
gi|217 YFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTPYCLGMEESQWS 
          90       100       110       120       130       140    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (30-38:32-40) 
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                10        20        30        40        50          
PAT___  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
      60        70        80                                        
PAT___ KHGGWHDVGFWQRDFELPAPP                                        
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (30-38:32-40) 
 
                10        20        30        40        50          
PAT___  HRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
      60        70        80                                        
PAT___ KHGGWHDVGFWQRDFELPAPP                                        
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (3-36:237-273) 
 
                                           10        20             
PAT___                             HRHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP          
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 28.6% identity (66.7% similar) in 21 aa overlap (58-78:40-60) 
 
        30        40        50        60        70        80        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP        
                                     ::. :.:  .. .. .:.  :          
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 10 aa overlap (70-79:249-258) 
 
      40        50        60        70        80                    
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                    
                                     :.. :  : :                     
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
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 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (32-38:9-15) 
 
              10        20        30        40        50        60  
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
              70        80                                          
PAT___ GGWHDVGFWQRDFELPAPP                                          
                                                                    
gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.5 E():   96 
Smith-Waterman score: 45; 50.0% identity (80.0% similar) in 10 aa overlap (71-80:150-159) 
 
               50        60        70        80                     
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP                     
                                     .:.: .: ::                     
gi|185 REEQEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERNEEEDEDEEQQRES 
     120       130       140       150       160       170          
 
gi|185 EESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFN 
     180       190       200       210       220       230          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:52 2011 done: Wed Jan 19 14:40:52 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 96  - 175 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    25     8:==*====== 
  34    46    21:======*========= 
  36    56    44:==============*==== 
  38    68    73:======================= * 
  40   103   102:=================================*= 
  42   107   124:====================================     * 
  44    94   137:================================             * 
  46   151   140:==============================================*==== 
  48   123   134:=========================================   * 
  50   100   122:==================================      * 
  52   122   107:===================================*===== 
  54    97    92:==============================*== 
  56    60    77:====================     * 
  58    57    63:=================== * 
  60    72    51:================*======= 
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  62    49    41:=============*=== 
  64    16    32:======    * 
  66    16    26:======  * 
  68    18    20:======* 
  70    13    16:=====* 
  72    27    12:===*===== 
  74    14    10:===*= 
  76    13     7:==*== 
  78     5     6:=* 
  80     3     5:=* 
  82     3     3:* 
  84     7     3:*== 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     5     0:==        *===== 
>120     5     0:==        *===== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.32580.0031; mu= 8.5595 0.159 
 mean_var=27.6256 6.997, 0's: 2 Z-trim: 12  B-trim: 128 in 2/42 
 Lambda= 0.244016 
 Kolmogorov-Smirnov  statistic: 0.0370 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.7   0.033 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.7   0.069 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.7   0.072 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.7   0.074 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   69 28.0    0.11 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   69 28.0    0.12 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 28.0    0.12 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 28.0    0.12 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   69 28.0    0.12 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   68 27.6    0.15 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.9    0.51 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.8     1.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.5     1.6 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.7     5.2 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 23.0     5.3 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.7     5.3 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.7     5.4 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.7     5.4 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 23.0       8 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 23.0       8 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.7     8.7 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   53 22.3     8.9 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   53 22.3     8.9 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.5 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6     9.5 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6     9.5 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   51 21.6     9.7 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.6      14 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.6      14 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.6      14 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3101



 

 

gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   54 22.6      15 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.9      15 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      16 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   53 22.3      19 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.3      20 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 21.3      21 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      23 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.6      24 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.9      25 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      25 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      25 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      27 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.9      27 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.9      28 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      29 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      30 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.9      31 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.9      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      31 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.9      32 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 19.9      32 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.9      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.9      32 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.9      33 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.6      33 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      34 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.9      36 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      36 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.5      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      38 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   45 19.5      39 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.9      39 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.9      39 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 21.2      40 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      43 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.2      43 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      43 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.2      44 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.2      44 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.9      44 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.2      44 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.2      47 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      47 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      47 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   45 19.5      48 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      48 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.2      49 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   45 19.5      49 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   45 19.5      49 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   45 19.5      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      50 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      50 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      50 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.2      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   44 19.2      52 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 19.2      53 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   45 19.5      53 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.2      57 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.8      59 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      59 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3102



 

 

gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      62 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.2      64 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.2      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      69 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.2      70 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.2      72 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      72 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      74 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      74 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   44 19.2      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      74 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.2      75 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   42 18.5      78 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.2      79 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.2      79 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      81 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      81 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      81 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      82 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      85 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      85 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   34 15.8      85 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.1      86 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.1      87 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      91 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.5      92 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      92 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.5      92 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   42 18.5      96 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   45 19.5      96 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   38 17.1      96 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 129.1  bits: 28.7 E(): 0.033 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (4-37:23-57) 
 
                                  10        20        30         40 
PAT___                    RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                     
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 123.3  bits: 28.7 E(): 0.069 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (5-57:81-133) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.9  bits: 28.7 E(): 0.072 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (5-57:92-144) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
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                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.7  bits: 28.7 E(): 0.074 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (5-57:99-151) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 119.7  bits: 28.0 E(): 0.11 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (6-77:69-144) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.9  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (6-77:93-168) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.9  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (5-57:98-150) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
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gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.9  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (5-57:98-150) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.9  bits: 28.0 E(): 0.12 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (6-77:93-168) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  68  Z-score: 117.0  bits: 27.6 E(): 0.15 
Smith-Waterman score: 68; 26.3% identity (46.1% similar) in 76 aa overlap (6-77:93-168) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.7  bits: 25.9 E(): 0.51 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (6-62:17-74) 
 
                          10        20        30          40        
PAT___            RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
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               10        20        30         40        50          
 
        50        60        70        80                            
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                            
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.8  bits: 24.8 E():  1.1 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (8-71:98-164) 
 
                                      10        20         30       
PAT___                        RHQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
          40         50        60        70        80               
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 99.0  bits: 24.5 E():  1.6 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (6-62:50-107) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
            40        50        60        70        80              
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR              
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.7  bits: 21.7 E():  5.2 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (4-36:3-35) 
 
               10        20        30        40        50        60 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
          ::.  ..:.. ::   .: .:....... . .:                         
gi|226  MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQ 
                10        20        30        40        50          
 
               70        80                                         
PAT___ GGWHDVGFWQRDFELPAPPR                                         
                                                                    
gi|226 CQRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEM 
      60        70        80        90       100       110          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.5  bits: 23.0 E():  5.3 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (23-63:67-113) 
 
                       10        20        30               40      
PAT___         RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
          50        60        70        80                          
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                          
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       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.5  bits: 21.7 E():  5.3 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (24-55:70-105) 
 
                      10        20        30         40             
PAT___        RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
      50        60        70        80                      
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                      
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 89.3  bits: 21.7 E():  5.4 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (43-76:105-136) 
 
             20        30        40        50        60        70   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
             80              
PAT___ FELPAPPR              
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 89.3  bits: 21.7 E():  5.4 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (43-76:105-136) 
 
             20        30        40        50        60        70   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
             80              
PAT___ FELPAPPR              
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 86.2  bits: 23.0 E():    8 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (16-40:144-168) 
 
                              10        20        30        40      
PAT___                RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
          50        60        70        80                          
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                          
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 86.2  bits: 23.0 E():    8 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (16-40:144-168) 
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                              10        20        30        40      
PAT___                RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
          50        60        70        80                          
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                          
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 21.7 E():  8.7 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (6-57:68-119) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.4  bits: 22.3 E():  8.9 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (2-75:225-301) 
 
                                            10        20        30  
PAT___                              RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|212 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
              40            50        60        70        80        
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR        
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|212 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|212 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.4  bits: 22.3 E():  8.9 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (2-75:225-301) 
 
                                            10        20        30  
PAT___                              RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|833 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
              40            50        60        70        80        
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR        
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|833 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|833 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.9  bits: 24.3 E():  9.5 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (15-66:481-539) 
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                               10        20        30               
PAT___                 RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
        40        50        60        70        80                  
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                  
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 21.6 E():  9.5 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (6-57:91-142) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 21.6 E():  9.5 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (6-57:91-142) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.7 
Smith-Waterman score: 51; 20.3% identity (45.6% similar) in 79 aa overlap (6-80:91-169) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :..   :     ...:  :. : .   . ::  .            
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (59-75:48-65) 
 
       30        40        50        60         70        80        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPR        
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
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        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (59-75:48-65) 
 
       30        40        50        60         70        80        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPR        
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (59-75:48-65) 
 
       30        40        50        60         70        80        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPR        
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.4  bits: 22.6 E():   15 
Smith-Waterman score: 54; 26.2% identity (55.4% similar) in 65 aa overlap (1-65:185-242) 
 
                                             10        20        30 
PAT___                               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ::   : :.    . ..   . ... .... 
gi|423 IASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYITGI 
          160       170       180       190       200       210     
 
               40        50        60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR           
        : : ::.  :.  :. ::.   . :::   .::.                          
gi|423 QG-P-DPDSNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQFHV 
            220         230          240       250       260        
 
gi|423 AARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNPHG 
       270       280       290       300       310       320        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 81.1  bits: 20.9 E():   15 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (6-76:91-165) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.9 E():   16 
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Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (5-72:83-155) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
              40        50            60        70        80        
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPR        
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 79.5  bits: 22.3 E():   19 
Smith-Waterman score: 53; 26.2% identity (53.8% similar) in 65 aa overlap (1-65:185-242) 
 
                                             10        20        30 
PAT___                               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ::   : :.    . ..   . ... .... 
gi|218 IASIISTQGRAFNNAGRYGLDVYAPNINTFRHPVWGRGQETPGEDVSLAAVYAYEYITGI 
          160       170       180       190       200       210     
 
               40        50        60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR           
        : : ::   :.  :. ::.   . :::   .::.                          
gi|218 QG-P-DPESNLK--LAATAK---HYAGYDIENWHNHSRLGNDMNITQQDLSEYYTPQFHV 
            220         230          240       250       260        
 
gi|218 AARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDAAYNIYNPHG 
       270       280       290       300       310       320        
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 22.3 E():   20 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (57-71:656-670) 
 
         30        40        50        60        70        80       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR       
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (68-80:400-412) 
 
        40        50        60        70        80                  
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                  
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 20.2 E():   23 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (6-57:69-120) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
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          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (7-59:92-138) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
           40        50        60        70        80  
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR  
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.5  bits: 17.9 E():   25 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (58-63:45-50) 
 
        30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                     :..:::                  
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                 
           20        30        40        50                  
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (6-57:91-142) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (6-68:92-157) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (6-57:29-80) 
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                                      10        20        30        
PAT___                        RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
         40        50        60        70        80                 
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                 
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (55-71:16-32) 
 
           30        40        50        60        70        80     
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR     
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.9 E():   28 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (17-45:271-299) 
 
                             10        20        30        40       
PAT___               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
         50        60        70        80                           
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                           
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.1  bits: 21.2 E():   29 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (33-69:202-237) 
 
             10        20        30        40        50        60   
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
             70        80                                           
PAT___ WHDVGFWQRDFELPAPPR                                           
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (4-51:77-124) 
 
                                          10        20         30   
PAT___                            RHQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
             40        50        60        70        80  
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR  
       .:.: .  ....  :...:                               
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gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (6-57:57-108) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (17-45:270-298) 
 
                             10        20        30        40       
PAT___               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
         50        60        70        80                           
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                           
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (6-57:80-131) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (6-31:50-75) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (6-57:91-142) 
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                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (6-57:91-142) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (6-76:91-165) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 46; 23.1% identity (46.2% similar) in 52 aa overlap (6-57:91-142) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (70-80:235-245) 
 
      40        50        60        70        80                    
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                    
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
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          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (18-39:98-119) 
 
                            10        20        30        40        
PAT___              RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
        50        60        70        80                            
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                            
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (18-39:99-120) 
 
                            10        20        30        40        
PAT___              RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
        50        60        70        80                            
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                            
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (18-62:17-69) 
 
               10        20        30           40             50   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGT 
                        :  :. .:.:.. .:.  :    :  :.:  :       . :. 
gi|117  MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGS 
                10        20        30        40        50          
 
             60        70        80                         
PAT___ LRAAGYKHGGWHDVGFWQRDFELPAPPR                         
        . :.   ::                                           
gi|117 QKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
      60        70        80        90       100       110  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (57-80:40-63) 
 
         30        40        50        60        70        80       
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR       
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (5-50:230-274) 
 
                                         10        20        30     
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PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (1-39:187-222) 
 
                                             10        20        30 
PAT___                               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|170 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
        160       170       180       190       200          210    
 
               40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
         ::.  ::                                          
gi|170 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                    
           220       230       240                        
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (6-56:255-310) 
 
                                        10        20             30 
PAT___                          RHQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
               40        50        60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR           
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 45; 31.2% identity (62.5% similar) in 32 aa overlap (1-32:99-129) 
 
                                             10        20        30 
PAT___                               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     :.. .: .: .  . .    :::.: :.:  
gi|111 VKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGLK-VIAC 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR           
       .:                                                           
gi|111 VGETLEQREAGSTMAVVAEQTKAIADKIKDWTNVVVAYEPVWAIGTGKVASPAQAQEVHA 
       130       140       150       160       170       180        
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN        
             130       140       150       160        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.5  bits: 21.2 E():   40 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (57-78:707-729) 
 
         30        40        50        60         70        80      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPR      
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (24-38:11-25) 
 
               10        20        30        40        50        60 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                              : .:..:.:: ..:.                       
gi|300              MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFR 
                            10        20        30        40        
 
               70        80                                         
PAT___ GGWHDVGFWQRDFELPAPPR                                         
                                                                    
gi|300 AAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAP 
        50        60        70        80        90       100        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (24-38:11-25) 
 
               10        20        30        40        50        60 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                              : .:..:.:: ..:.                       
gi|300              MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFR 
                            10        20        30        40        
 
               70        80                                         
PAT___ GGWHDVGFWQRDFELPAPPR                                         
                                                                    
gi|300 AAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAP 
        50        60        70        80        90       100        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (50-69:154-185) 
 
      20        30        40        50             60               
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
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                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
        70        80                          
PAT___ FWQRDFELPAPPR                          
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.0  bits: 20.5 E():   43 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (15-38:104-126) 
 
                               10        20        30        40     
PAT___                 RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
           50        60        70        80                         
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                         
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (18-62:17-69) 
 
               10        20        30           40             50   
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGT 
                        :  :. .:.:.. .:.  :    :  :.:  :       . :. 
gi|215  MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGS 
                10        20        30        40        50          
 
             60        70        80                         
PAT___ LRAAGYKHGGWHDVGFWQRDFELPAPPR                         
        . :.   ::                                           
gi|215 EKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
      60        70        80        90       100       110  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (6-44:35-72) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (20-50:35-67) 
 
                          10        20           30        40       
PAT___            RHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         50        60        70        80                
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
         ::                                              
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gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (20-50:35-67) 
 
                          10        20           30        40       
PAT___            RHQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
         50        60        70        80                
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (9-43:130-170) 
 
                                     10         20             30   
PAT___                       RHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
             40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
       : .:  : : .                                      
gi|292 LHKDQIVVLSDDDRCQGSRD                             
     160       170                                      
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (18-36:44-62) 
 
                            10        20        30        40        
PAT___              RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
        50        60        70        80                            
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                            
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (6-57:68-119) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.3  bits: 20.5 E():   47 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (33-69:202-237) 
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             10        20        30        40        50        60   
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
             70        80                                           
PAT___ WHDVGFWQRDFELPAPPR                                           
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (21-49:203-231) 
 
                         10        20        30        40        50 
PAT___           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
               60        70        80                               
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPR                               
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (1-39:250-285) 
 
                                             10        20        30 
PAT___                               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|217 IQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIAL 
     220       230       240       250       260       270          
 
               40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
         ::.  ::                                          
gi|217 RILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                    
        280       290       300                           
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (21-49:203-231) 
 
                         10        20        30        40        50 
PAT___           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
               60        70        80                               
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPR                               
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (16-65:87-132) 
 
                              10        20        30        40      
PAT___                RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
          50        60        70        80                          
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PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                          
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:6-34) 
 
              30        40        50        60        70        80  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR  
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:6-34) 
 
              30        40        50        60        70        80  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR  
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:6-34) 
 
              30        40        50        60        70        80  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR  
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:91-116) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
              130       140       150                 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
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PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN        
             130       140       150       160        
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN        
             130       140       150       160        
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (7-30:92-117) 
 
                                       10          20        30     
PAT___                         RHQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                                      
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (4-36:18-50) 
 
                             10        20        30        40       
PAT___               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                           
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (6-57:92-143) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (6-57:93-144) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
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          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 44; 17.7% identity (45.6% similar) in 79 aa overlap (6-80:91-169) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          40        50            60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPR            
       .: .  :  :.  : :..   :     ...:  :. : .   . :.  .            
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:27-55) 
 
              30        40        50        60        70        80  
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR  
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.8  bits: 15.2 E():   57 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (62-78:2-18) 
 
              40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
                                     : .:   :.  .  : :   
gi|244                              IGNEDCTPWMSTLITPLP   
                                            10           
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.8 E():   59 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (33-74:390-431) 
 
             10        20        30        40        50        60   
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
             70        80                                     
PAT___ WHDVGFWQRDFELPAPPR                                     
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (47-68:147-168) 
 
         20        30        40        50        60        70       
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
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                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
         80                                                         
PAT___ APPR                                                         
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (6-37:238-268) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (43-55:106-118) 
 
             20        30        40        50        60        70   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
             80                   
PAT___ FELPAPPR                   
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (22-59:160-196) 
 
                        10        20        30        40        50  
PAT___          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
              60        70        80                                
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPR                                
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (5-49:226-270) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
        . :  .  : :...                                              
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gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (5-58:184-238) 
 
                                         10        20        30     
PAT___                           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
             40         50        60        70        80            
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR            
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.2 E():   70 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (9-43:128-168) 
 
                                     10         20             30   
PAT___                       RHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
             40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
       : .:  : : .                                      
gi|292 LHKDQIVVLSDDDRCQGSRD                             
       160       170                                    
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.2 E():   72 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (9-43:131-171) 
 
                                     10         20             30   
PAT___                       RHQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
             40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
       : .:  : : .                                      
gi|312 LHKDQIVVLSDDDRCQGSRD                             
              170       180                             
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:118-134) 
 
                         10        20        30        40        50 
PAT___           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
               60        70        80                               
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPR                               
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.0% identity (56.0% similar) in 50 aa overlap (34-77:228-277) 
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            10        20        30        40        50        60    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                  70        80                
PAT___ W----HD-VGFWQRDFELPAPPR                
       :    .: .::..:  .. :                   
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (34-71:228-271) 
 
            10        20        30        40        50        60    
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
                  70        80                
PAT___ W----HD-VGFWQRDFELPAPPR                
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 44; 28.2% identity (61.5% similar) in 39 aa overlap (1-39:316-351) 
 
                                             10        20        30 
PAT___                               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAV 
                                     ..:.:. :. :  : . ..:..   . .:. 
gi|753 IQYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIAL 
         290       300       310       320       330          340   
 
               40        50        60        70        80 
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
         ::   ::                                          
gi|753 RTLPRMCSVNVPLYETTTSVPLGVGIGVGVY                    
            350       360       370                       
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.7  bits: 15.8 E():   74 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (66-77:15-26) 
 
          40        50        60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR         
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (8-62:204-261) 
 
                                      10        20           30     
PAT___                        RHQRLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.5 E():   78 
Smith-Waterman score: 42; 23.1% identity (44.2% similar) in 52 aa overlap (6-57:76-127) 
 
                                        10        20        30      
PAT___                          RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
          40        50        60        70        80                
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                
       .: .  :  :.  : :..   :                                       
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (43-66:66-87) 
 
             20        30        40        50        60        70   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
             80                                                     
PAT___ FELPAPPR                                                     
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (43-66:66-87) 
 
             20        30        40        50        60        70   
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
             80                                                     
PAT___ FELPAPPR                                                     
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:154-170) 
 
                         10        20        30        40        50 
PAT___           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
               60        70        80                               
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPR                               
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:154-170) 
 
                         10        20        30        40        50 
PAT___           RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3129



 

 

           130       140       150       160       170       180    
 
               60        70        80                               
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPR                               
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 18.1 E():   81 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (61-71:99-109) 
 
               40        50        60        70        80           
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR           
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (31-51:90-112) 
 
               10        20        30        40          50         
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
       60        70        80                                       
PAT___ KHGGWHDVGFWQRDFELPAPPR                                       
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (35-47:113-125) 
 
           10        20        30        40        50        60     
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
           70        80           
PAT___ DVGFWQRDFELPAPPR           
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (35-47:113-125) 
 
           10        20        30        40        50        60     
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
           70        80           
PAT___ DVGFWQRDFELPAPPR           
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.6  bits: 15.8 E():   85 
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Smith-Waterman score: 34; 37.5% identity (62.5% similar) in 16 aa overlap (65-80:5-20) 
 
           40        50        60        70        80               
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR               
                                     :  : ..:.:: .  :               
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.1 E():   86 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (17-49:49-81) 
 
                             10        20        30        40       
PAT___               RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
         50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR 
        .:                                
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD      
       80        90       100             
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (18-51:24-57) 
 
                     10        20        30        40        50     
PAT___       RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
           60        70        80                        
PAT___ AAGYKHGGWHDVGFWQRDFELPAPPR                        
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 66.7% identity (100.0% similar) in 6 aa overlap (74-79:56-61) 
 
            50        60        70        80                        
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                        
                                     :.:.::                         
gi|217 GNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALR 
          30        40        50        60        70        80      
 
gi|217 YFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTPYCLGMEESQWS 
          90       100       110       120       130       140    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (29-37:32-40) 
 
                 10        20        30        40        50         
PAT___   RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
       60        70        80                                       
PAT___ KHGGWHDVGFWQRDFELPAPPR                                       
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
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>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (2-35:237-273) 
 
                                            10        20            
PAT___                              RHQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
       30        40        50        60        70        80         
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR         
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (29-37:32-40) 
 
                 10        20        30        40        50         
PAT___   RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
       60        70        80                                       
PAT___ KHGGWHDVGFWQRDFELPAPPR                                       
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 10 aa overlap (69-78:249-258) 
 
       40        50        60        70        80                   
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                   
                                     :.. :  : :                     
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.5 E():   96 
Smith-Waterman score: 45; 50.0% identity (80.0% similar) in 10 aa overlap (70-79:150-159) 
 
      40        50        60        70        80                    
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPR                    
                                     .:.: .: ::                     
gi|185 REEQEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERNEEEDEDEEQQRES 
     120       130       140       150       160       170          
 
gi|185 EESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFN 
     180       190       200       210       220       230          
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (31-37:9-15) 
 
               10        20        30        40        50        60 
PAT___ RHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKH 
                                     .:::..:                        
gi|283                       TGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVS 
                                     10        20        30         
 
               70        80                                         
PAT___ GGWHDVGFWQRDFELPAPPR                                         
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gi|283 TEPGNTPRDRCCKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVL 
       40        50        60        70        80        90         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:52 2011 done: Wed Jan 19 14:40:52 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 97  - 176 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    26     8:==*====== 
  34    47    21:======*========= 
  36    53    44:==============*=== 
  38    65    73:======================  * 
  40    87   102:=============================    * 
  42   112   124:======================================   * 
  44   106   137:====================================         * 
  46   145   140:==============================================*== 
  48   116   134:=======================================     * 
  50   112   122:======================================  * 
  52   122   107:===================================*===== 
  54    93    92:==============================* 
  56    66    77:======================   * 
  58    65    63:====================*= 
  60    71    51:================*======= 
  62    44    41:=============*= 
  64    14    32:=====     * 
  66    22    26:========* 
  68    17    20:======* 
  70    15    16:=====* 
  72    24    12:===*==== 
  74    11    10:===* 
  76    12     7:==*= 
  78     5     6:=* 
  80     5     5:=* 
  82     1     3:* 
  84    10     3:*=== 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     5     0:==        *===== 
>120     4     0:==        *==== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.30600.00313; mu= 8.7679 0.160 
 mean_var=27.9981 6.972, 0's: 2 Z-trim: 12  B-trim: 123 in 1/43 
 Lambda= 0.242387 
 Kolmogorov-Smirnov  statistic: 0.0356 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.6   0.036 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.6   0.076 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.6   0.079 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.6   0.081 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   69 27.9    0.12 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   69 27.9    0.13 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.9    0.13 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.9    0.13 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   69 27.9    0.13 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   68 27.5    0.17 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.55 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.7     1.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.6 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.6     5.6 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.6     5.7 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.6     5.7 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.4 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.4 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     9.1 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   53 22.2     9.4 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   53 22.2     9.4 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   51 21.6     9.6 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.9 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6      10 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   51 21.6      10 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   51 21.6      10 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   51 21.6      10 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   50 21.2      13 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.5      15 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.5      15 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.5      15 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.9      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      16 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.2      21 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 20.5      21 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 21.2      22 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      24 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.5      25 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      25 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.8      26 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      26 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      27 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      28 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.8      29 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      30 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.2      31 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.2      31 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.8      31 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.2      32 
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gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.8      33 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.8      35 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      35 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      35 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      36 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.8      38 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.2      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      41 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      41 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.5      41 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 21.1      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.5      45 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.5      45 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.1      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      45 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.1      45 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.1      46 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.8      46 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.5      46 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      46 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      49 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.5      49 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   44 19.1      50 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.5      50 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      51 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   45 19.5      51 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   45 19.5      51 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   45 19.5      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      52 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.5      52 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.1      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 19.1      55 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   45 19.5      55 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 19.1      55 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.1      60 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.8      61 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      61 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   44 19.1      63 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      64 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      67 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      70 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      71 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.1      73 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      74 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.1      75 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      77 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      77 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      78 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.1      78 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      82 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      82 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   47 20.1      83 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.8      84 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.8      84 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      85 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.8      88 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.8      88 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   34 15.7      89 
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gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.1      89 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.1      91 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.4      95 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      95 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   44 19.1      95 
gi|631912|pir||S43243 allergen-like protein Syr v  ( 145)   39 17.4      96 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      96 
gi|631913|pir||S43244 allergen-like protein Syr v  ( 145)   39 17.4      96 
gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3  ( 373)   43 18.8      97 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   42 18.4      99 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   45 19.4      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 128.4  bits: 28.6 E(): 0.036 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (3-36:23-57) 
 
                                   10        20        30           
PAT___                     HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                    
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.6  bits: 28.6 E(): 0.076 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (4-56:81-133) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.3  bits: 28.6 E(): 0.079 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (4-56:92-144) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.1  bits: 28.6 E(): 0.081 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (4-56:99-151) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
            40        50        60        70        80              
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PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 119.1  bits: 27.9 E(): 0.12 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (5-76:69-144) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (5-76:93-168) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (4-56:98-150) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (4-56:98-150) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
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        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  69  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 26.3% identity (46.1% similar) in 76 aa overlap (5-76:93-168) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  68  Z-score: 116.4  bits: 27.5 E(): 0.17 
Smith-Waterman score: 68; 26.3% identity (46.1% similar) in 76 aa overlap (5-76:93-168) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::               
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 107.1  bits: 25.8 E(): 0.55 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (5-61:17-74) 
 
                           10        20        30          40       
PAT___             HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
         50        60        70        80                           
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                           
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.3  bits: 24.7 E():  1.2 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (7-70:98-164) 
 
                                       10        20         30      
PAT___                         HQRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
           40         50        60        70        80              
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
       .::. :..:..  :.::.: .:.  ..:  ....  :                        

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3138



 

 

gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.5  bits: 24.4 E():  1.7 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (5-61:50-107) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
             40        50        60        70        80             
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP             
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (3-35:3-35) 
 
               10        20        30        40        50        60 
PAT___ HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
         ::.  ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
               70        80                                         
PAT___ GWHDVGFWQRDFELPAPPRP                                         
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.1  bits: 22.9 E():  5.6 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (22-62:67-113) 
 
                        10        20        30               40     
PAT___          HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
           50        60        70        80                         
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                         
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (23-54:70-105) 
 
                       10        20        30          40           
PAT___         HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
       50        60        70        80                     
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                     
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
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 initn:  46 init1:  46 opt:  51  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (42-75:105-136) 
 
              20        30        40        50        60        70  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
              80             
PAT___ FELPAPPRP             
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (42-75:105-136) 
 
              20        30        40        50        60        70  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
              80             
PAT___ FELPAPPRP             
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.4 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (15-39:144-168) 
 
                               10        20        30        40     
PAT___                 HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
           50        60        70        80                         
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                         
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.4 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (15-39:144-168) 
 
                               10        20        30        40     
PAT___                 HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
           50        60        70        80                         
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                         
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 21.6 E():  9.1 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (5-56:68-119) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
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        40        50        60        70        80        90        
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.0  bits: 22.2 E():  9.4 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (1-74:225-301) 
 
                                             10        20        30 
PAT___                               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|212 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
               40            50        60        70        80       
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP       
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|212 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|212 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.0  bits: 22.2 E():  9.4 
Smith-Waterman score: 53; 25.6% identity (44.9% similar) in 78 aa overlap (1-74:225-301) 
 
                                             10        20        30 
PAT___                               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     :   :. :   :. :     .:...: : : 
gi|833 FARNLFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACI 
          200       210       220       230       240       250     
 
               40            50        60        70        80       
PAT___ GLPNDPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP       
       :  .   :.   :    .::  : .     .. :   : :  . ::..             
gi|833 GAWHPSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFV 
           260       270       280       290       300       310    
 
gi|833 RYGEVKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQT 
           320       330       340       350       360       370    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.8  bits: 21.6 E():  9.6 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (5-80:80-159) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
     170       180       190       200       210       220          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.6  bits: 24.3 E():  9.9 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (14-65:481-539) 
 
                                10        20        30              
PAT___                  HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
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                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
         40        50        60        70        80                 
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                 
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (5-56:91-142) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (5-56:91-142) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (5-80:91-170) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|126 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (5-80:91-170) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
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           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 51; 20.3% identity (45.6% similar) in 79 aa overlap (5-79:91-169) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     ...:  :. : .   . ::  .            
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 50; 20.0% identity (43.8% similar) in 80 aa overlap (5-80:91-170) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|752 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (58-74:48-65) 
 
        30        40        50        60         70        80       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRP       
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (58-74:48-65) 
 
        30        40        50        60         70        80       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRP       
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
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        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (58-74:48-65) 
 
        30        40        50        60         70        80       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRP       
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (5-75:91-165) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.9 E():   16 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (4-71:83-155) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
               40        50            60        70        80       
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPRP       
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 22.2 E():   21 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (56-70:656-670) 
 
          30        40        50        60        70        80      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP      
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 48; 20.0% identity (42.5% similar) in 80 aa overlap (5-80:93-172) 
 
                                         10        20        30     
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PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
gi|117 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
            190       200       210       220       230       240   
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.4  bits: 21.2 E():   22 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (67-79:400-412) 
 
         40        50        60        70        80                 
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                 
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (5-56:69-120) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 77.2  bits: 21.5 E():   25 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (58-80:88-111) 
 
        30        40        50        60         70        80       
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRP       
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (6-58:92-138) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
          : ..: : ::   .. .  : :                       
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
          120        130       140       150       160 
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>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.0  bits: 17.8 E():   26 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (57-62:45-50) 
 
         30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     :..:::                   
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                  
           20        30        40        50                   
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (5-56:91-142) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (5-67:92-157) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (5-56:29-80) 
 
                                       10        20        30       
PAT___                         HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
          40        50        60        70        80                
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (54-70:16-32) 
 
            30        40        50        60        70        80    
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP    
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
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gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (16-44:271-299) 
 
                              10        20        30        40      
PAT___                HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
          50        60        70        80                          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                          
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.8  bits: 21.2 E():   30 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (32-68:202-237) 
 
              10        20        30        40        50        60  
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
              70        80                                          
PAT___ WHDVGFWQRDFELPAPPRP                                          
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (3-50:77-124) 
 
                                           10        20         30  
PAT___                             HQRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
              40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
       .:.: .  ....  :...:                               
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN 
         110       120       130       140       150     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (5-56:57-108) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 19.8 E():   31 
Smith-Waterman score: 46; 20.0% identity (42.5% similar) in 80 aa overlap (5-80:76-155) 
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                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
gi|116 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
         170       180       190       200       210       220      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (16-44:270-298) 
 
                              10        20        30        40      
PAT___                HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
          50        60        70        80                          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                          
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (5-30:50-75) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (5-75:91-165) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (69-79:235-245) 
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       40        50        60        70        80                   
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                   
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (17-38:98-119) 
 
                             10        20        30        40       
PAT___               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
         50        60        70        80                           
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                           
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (17-38:99-120) 
 
                             10        20        30        40       
PAT___               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
         50        60        70        80                           
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                           
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (17-61:17-69) 
 
               10        20        30           40             50   
PAT___ HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
             60        70        80                        
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRP                        
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (56-79:40-63) 
 
          30        40        50        60        70        80      
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP      
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
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 initn:  40 init1:  40 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (4-49:230-274) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (5-55:255-310) 
 
                                         10        20               
PAT___                           HQRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
      30        40        50        60        70        80          
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP          
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
             130       140       150       160         
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN         
             130       140       150       160         
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (74-80:233-239) 
 
            50        60        70        80                   
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                   
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
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            210       220       230       240       250        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.2  bits: 21.1 E():   42 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (56-77:707-729) 
 
          30        40        50        60         70        80     
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRP     
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (23-37:11-25) 
 
               10        20        30        40        50        60 
PAT___ HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
                             : .:..:.:: ..:.                        
gi|300             MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRA 
                           10        20        30        40         
 
               70        80                                         
PAT___ GWHDVGFWQRDFELPAPPRP                                         
                                                                    
gi|300 AMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPE 
       50        60        70        80        90       100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (23-37:11-25) 
 
               10        20        30        40        50        60 
PAT___ HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
                             : .:..:.:: ..:.                        
gi|300             MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRA 
                           10        20        30        40         
 
               70        80                                         
PAT___ GWHDVGFWQRDFELPAPPRP                                         
                                                                    
gi|300 AMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPE 
       50        60        70        80        90       100         
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.7  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (14-37:104-126) 
 
                                10        20        30        40    
PAT___                  HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
            50        60        70        80                        
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                        
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (49-68:154-185) 
 
       20        30        40        50             60              
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
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           130       140       150       160       170       180    
 
         70        80                         
PAT___ FWQRDFELPAPPRP                         
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (5-43:35-72) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.6  bits: 18.1 E():   45 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (17-61:17-69) 
 
               10        20        30           40             50   
PAT___ HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
             60        70        80                        
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRP                        
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (19-49:35-67) 
 
                           10        20           30        40      
PAT___             HQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          50        60        70        80               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (19-49:35-67) 
 
                           10        20           30        40      
PAT___             HQRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
          50        60        70        80               
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3152



 

 

 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.8 E():   46 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (8-42:130-170) 
 
                                      10         20             30  
PAT___                        HQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
              40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
       : .:  : : .                                       
gi|292 LHKDQIVVLSDDDRCQGSRD                              
     160       170                                       
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 47; 34.4% identity (71.9% similar) in 32 aa overlap (5-35:32-62) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-P 
                                     : ..:   .:.....: :::...:  :. : 
gi|109 DLGYGPATPAAPAAGYTPATPAAPAGADAAGKATTEEQKLIEKINA-GFKAALAGAGVQP 
              10        20        30        40         50        60 
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
        :                                                           
gi|109 ADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPE 
               70        80        90       100       110       120 
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (17-35:44-62) 
 
                             10        20        30        40       
PAT___               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
         50        60        70        80                           
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                           
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 20.5 E():   49 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (32-68:202-237) 
 
              10        20        30        40        50        60  
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
              70        80                                          
PAT___ WHDVGFWQRDFELPAPPRP                                          
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (5-56:68-119) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (20-48:203-231) 
 
                          10        20        30        40          
PAT___            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
      50        60        70        80                              
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                              
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.8  bits: 19.1 E():   50 
Smith-Waterman score: 44; 28.9% identity (63.2% similar) in 38 aa overlap (1-38:188-222) 
 
                                             10        20        30 
PAT___                               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     .:.:. :. :  : . ..:..   . .:.  
gi|170 QSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIALR 
       160       170       180       190       200          210     
 
               40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
        ::.  ::                                           
gi|170 ILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                     
          220       230       240                         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (20-48:203-231) 
 
                          10        20        30        40          
PAT___            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
      50        60        70        80                              
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                              
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (15-64:87-132) 
 
                               10        20        30        40     
PAT___                 HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
           50        60        70        80                         
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                         
            : ::   : .::: :                                         
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gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:6-34) 
 
               30        40        50        60        70        80 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:6-34) 
 
               30        40        50        60        70        80 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:6-34) 
 
               30        40        50        60        70        80 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:91-116) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
              130       140       150                  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
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gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
             130       140       150       160         
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN         
             130       140       150       160         
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
             130       140       150       160         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN         
             130       140       150       160         
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN         
             130       140       150       160         
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
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                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
             130       140       150       160         
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (6-29:92-117) 
 
                                        10          20        30    
PAT___                          HQRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                                       
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
             130       140       150       160         
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (3-35:18-50) 
 
                              10        20        30        40      
PAT___                HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                          
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (5-56:92-143) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 44; 17.7% identity (45.6% similar) in 79 aa overlap (5-79:91-169) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           40        50            60        70        80           
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PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     ...:  :. : .   . :.  .            
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:27-55) 
 
               30        40        50        60        70        80 
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 44; 20.0% identity (42.5% similar) in 80 aa overlap (5-80:97-176) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
           40        50            60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRP           
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
gi|249 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTGPFTVRYTTEG 
        190       200       210       220       230       240       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.4  bits: 15.1 E():   60 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (61-77:2-18) 
 
               40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     : .:   :.  .  : :    
gi|244                              IGNEDCTPWMSTLITPLP    
                                            10            
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.8 E():   61 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (32-73:390-431) 
 
              10        20        30        40        50        60  
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
              70        80                                    
PAT___ WHDVGFWQRDFELPAPPRP                                    
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (46-67:147-168) 
 
          20        30        40        50        60        70      
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PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
          80                                                        
PAT___ APPRP                                                        
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 44; 28.9% identity (63.2% similar) in 38 aa overlap (1-38:251-285) 
 
                                             10        20        30 
PAT___                               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     .:.:. :. :  : . ..:..   . .:.  
gi|217 QSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIALR 
              230       240       250       260       270           
 
               40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
        ::.  ::                                           
gi|217 ILPTMCSVNVPLYRTTTSVPFGVGTGVGAY                     
       280       290       300                            
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (5-36:238-268) 
 
                                         10        20        30     
PAT___                           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
           40        50        60        70        80               
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP               
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (42-54:106-118) 
 
              20        30        40        50        60        70  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
              80                  
PAT___ FELPAPPRP                  
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.2  bits: 21.1 E():   70 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (21-58:160-196) 
 
                         10        20        30        40        50 
PAT___           HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
               60        70        80                               
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRP                               
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          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (4-48:226-270) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.0  bits: 19.4 E():   72 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (4-57:184-238) 
 
                                          10        20        30    
PAT___                            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
              40         50        60        70        80           
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP           
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.1 E():   73 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (8-42:128-168) 
 
                                      10         20             30  
PAT___                        HQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
              40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
       : .:  : : .                                       
gi|292 LHKDQIVVLSDDDRCQGSRD                              
       160       170                                     
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:118-134) 
 
                          10        20        30        40          
PAT___            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
      50        60        70        80                              
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                              
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.1 E():   75 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (8-42:131-171) 
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                                      10         20             30  
PAT___                        HQRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
              40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
       : .:  : : .                                       
gi|312 LHKDQIVVLSDDDRCQGSRD                              
              170       180                              
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 46; 26.0% identity (56.0% similar) in 50 aa overlap (33-76:228-277) 
 
             10        20        30        40        50        60   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                   70        80               
PAT___ W----HD-VGFWQRDFELPAPPRP               
       :    .: .::..:  .. :                   
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (33-70:228-271) 
 
             10        20        30        40        50        60   
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
                   70        80               
PAT___ W----HD-VGFWQRDFELPAPPRP               
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.3  bits: 15.8 E():   78 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (65-76:15-26) 
 
           40        50        60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP        
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (7-61:204-261) 
 
                                       10           20        30    
PAT___                         HQRLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
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>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (42-65:66-87) 
 
              20        30        40        50        60        70  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
              80                                                    
PAT___ FELPAPPRP                                                    
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (42-65:66-87) 
 
              20        30        40        50        60        70  
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
              80                                                    
PAT___ FELPAPPRP                                                    
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.8  bits: 20.1 E():   83 
Smith-Waterman score: 51; 28.6% identity (49.2% similar) in 63 aa overlap (7-65:349-406) 
 
                                       10        20        30       
PAT___                         HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :.:   :: .:. :  ..      :.     
gi|423 AYNIYNPHGYASSQAAAAAEAILAGTDIDCGTTYQWHLNESITAGDLSRDDIEKGV---- 
      320       330       340       350       360       370         
 
         40           50         60        70        80             
PAT___ SVRLHEAL---GYTARGTLRAAG-YKHGGWHDVGFWQRDFELPAPPRP             
        .::. .:   ::   .: .: . :.   : ::                            
gi|423 -IRLYTTLVQAGYFDSNTTKANNPYRDLTWSDVLETDAWNISYQAATQGIVLLKNSNNVL 
           380       390       400       410       420       430    
 
gi|423 PLTEKAYPPSNTTVALIGPWANATTQLLGNYYGNAPYMISPRAAFEEAGYKVNFAEGTGI 
           440       450       460       470       480       490    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:154-170) 
 
                          10        20        30        40          
PAT___+            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      50        60        70        80                              
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                              
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:154-170) 
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                          10        20        30        40          
PAT___            HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
      50        60        70        80                              
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                              
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (60-70:99-109) 
 
      30        40        50        60        70        80          
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP          
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (30-50:90-112) 
 
                10        20        30        40          50        
PAT___  HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
        60        70        80                                      
PAT___ KHGGWHDVGFWQRDFELPAPPRP                                      
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (34-46:113-125) 
 
            10        20        30        40        50        60    
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
            70        80          
PAT___ DVGFWQRDFELPAPPRP          
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (34-46:113-125) 
 
            10        20        30        40        50        60    
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
            70        80          
PAT___ DVGFWQRDFELPAPPRP          
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
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            150       160         
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.7 E():   89 
Smith-Waterman score: 34; 37.5% identity (62.5% similar) in 16 aa overlap (64-79:5-20) 
 
            40        50        60        70        80              
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP              
                                     :  : ..:.:: .  :               
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (16-48:49-81) 
 
                              10        20        30        40      
PAT___                HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
          50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
        .:                                 
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD       
       80        90       100              
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (17-50:24-57) 
 
                      10        20        30        40        50    
PAT___        HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
            60        70        80                       
PAT___ AAGYKHGGWHDVGFWQRDFELPAPPRP                       
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 39; 66.7% identity (100.0% similar) in 6 aa overlap (73-78:56-61) 
 
             50        60        70        80                       
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                       
                                     :.:.::                         
gi|217 GNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALR 
          30        40        50        60        70        80      
 
gi|217 YFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTPYCLGMEESQWS 
          90       100       110       120       130       140    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (28-36:32-40) 
 
                  10        20        30        40        50        
PAT___    HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
        60        70        80                                      
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PAT___ KHGGWHDVGFWQRDFELPAPPRP                                      
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 44; 27.0% identity (62.2% similar) in 37 aa overlap (1-34:237-273) 
 
                                             10        20           
PAT___                               HQRLGLGSTLYTHLLKSMEAQGFKS---VV 
                                     :.  .. ..    . ....:.:::.   :: 
gi|142 YFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYTNMFDAQVDAVHSALNAMGFKDIEIVV 
        210       220       230       240       250       260       
 
        30        40        50        60        70        80        
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP        
       :  : :.                                                      
gi|142 AETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKSKVGTPLMPGKSIDTYLFSLYDEDKKT 
        270       280       290       300       310       320       
 
>>gi|631912|pir||S43243 allergen-like protein Syr v I is  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 50.0% identity (75.0% similar) in 8 aa overlap (73-80:2-9) 
 
             50        60        70        80                       
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                       
                                     ..: :: :                       
gi|631                              EDVPQPPVPQFHIQGQVYCDTCRARFITELS 
                                            10        20        30  
 
gi|631 EFIPGAGIRLQCKDGEHGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITLLSSSRKDCE 
              40        50        60        70        80        90  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (28-36:32-40) 
 
                  10        20        30        40        50        
PAT___    HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
        60        70        80                                      
PAT___ KHGGWHDVGFWQRDFELPAPPRP                                      
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|631913|pir||S43244 allergen-like protein Syr v I is  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 50.0% identity (75.0% similar) in 8 aa overlap (73-80:2-9) 
 
             50        60        70        80                       
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                       
                                     ..: :: :                       
gi|631                              EDVPQPPVPQFHIQGQVYCDTCRARFITELS 
                                            10        20        30  
 
gi|631 EFIPGASIRLQCKDGENGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITLISSGRKDCD 
              40        50        60        70        80        90  
 
>>gi|75317968|sp|O22116|O22116_WHEAT LMM glutenin 3       (373 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 43; 28.9% identity (60.5% similar) in 38 aa overlap (1-38:317-351) 
 
                                             10        20        30 
PAT___                               HQRLGLGSTLYTHLLKSMEAQGFKSVVAVI 
                                     .:.:. :. :  : . ..:..   . .:.  
gi|753 QYQQQPPQQLGQCVSQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVM---TSIALR 
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        290       300       310       320       330          340    
 
               40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
        ::   ::                                           
gi|753 TLPRMCSVNVPLYETTTSVPLGVGIGVGVY                     
           350       360       370                        
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 10 aa overlap (68-77:249-258) 
 
        40        50        60        70        80                  
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                  
                                     :.. :  : :                     
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 19.4 E():   99 
Smith-Waterman score: 45; 50.0% identity (80.0% similar) in 10 aa overlap (69-78:150-159) 
 
       40        50        60        70        80                   
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP                   
                                     .:.: .: ::                     
gi|185 REEQEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERNEEEDEDEEQQRES 
     120       130       140       150       160       170          
 
gi|185 EESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFN 
     180       190       200       210       220       230          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:52 2011 done: Wed Jan 19 14:40:52 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 98  - 177 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    24     8:==*===== 
  34    47    21:======*========= 
  36    55    44:==============*==== 
  38    67    73:======================= * 
  40    91   101:===============================  * 
  42   109   124:=====================================    * 
  44    98   137:=================================            * 
  46   138   139:==============================================* 
  48   132   133:============================================* 
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  50   114   122:======================================  * 
  52   120   107:===================================*==== 
  54    92    91:==============================* 
  56    70    76:======================== * 
  58    56    63:=================== * 
  60    65    51:================*===== 
  62    45    41:=============*= 
  64    20    32:=======   * 
  66    20    26:======= * 
  68    19    20:======* 
  70    18    16:=====* 
  72    23    12:===*==== 
  74    10    10:===* 
  76    12     7:==*= 
  78     6     6:=* 
  80     5     5:=* 
  82     1     3:* 
  84     8     3:*== 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     8     0:===       *======== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.28620.00312; mu= 8.9395 0.160 
 mean_var=27.9307 7.005, 0's: 2 Z-trim: 12  B-trim: 123 in 1/43 
 Lambda= 0.242679 
 Kolmogorov-Smirnov  statistic: 0.0364 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.6   0.036 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   71 28.6   0.074 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.6   0.076 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.6   0.079 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   71 28.6   0.081 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   71 28.6   0.081 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.6   0.081 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   70 28.2     0.1 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.9    0.13 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.9    0.13 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.8    0.55 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.7     1.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.4     1.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.6     5.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.6 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.6     5.7 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.6     5.8 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.6     5.8 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.5 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.6     9.2 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   51 21.6     9.7 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.9 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.6      10 
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gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.6      10 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   51 21.6      10 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   51 21.6      10 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   51 21.6      10 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   50 21.2      13 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.5      15 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.5      15 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.5      15 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.9      16 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      17 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   50 21.2      19 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   50 21.2      19 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.2      21 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 20.5      21 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 21.2      22 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.2      24 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.5      25 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      26 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.8      26 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.2      27 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.2      27 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.2      29 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.8      29 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      31 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      32 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.1      32 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.8      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      33 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.8      34 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.8      35 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.5      35 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.5      35 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.5      36 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.8      38 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.1      38 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      42 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      42 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.5      42 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 21.1      42 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.4      45 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.4      45 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.5      46 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.1      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.1      47 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.5      47 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.8      47 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      47 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      50 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.4      50 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.4      50 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.4      51 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      51 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   45 19.4      52 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   45 19.4      52 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   45 19.4      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      53 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      53 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      53 
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gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.1      55 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   45 19.4      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 19.1      55 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 19.1      56 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.1      62 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.8      62 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.8      62 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   43 18.8      64 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      65 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      67 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      70 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      72 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.1      74 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.8      75 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.1      76 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   43 18.8      78 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   43 18.8      78 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.1      79 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.7      80 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      81 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      83 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      83 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      85 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      85 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      86 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      86 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.7      89 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   40 17.7      89 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.7      89 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   40 17.7      89 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   34 15.7      90 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.1      91 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.1      92 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.4      96 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      97 
gi|631912|pir||S43243 allergen-like protein Syr v  ( 145)   39 17.4      97 
gi|631913|pir||S43244 allergen-like protein Syr v  ( 145)   39 17.4      97 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      97 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 128.3  bits: 28.6 E(): 0.036 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (2-35:23-57) 
 
                                    10        20         30         
PAT___                      QRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                   
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 122.8  bits: 28.6 E(): 0.074 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (4-80:69-149) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
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gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.6  bits: 28.6 E(): 0.076 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (3-55:81-133) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.2  bits: 28.6 E(): 0.079 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (3-55:92-144) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 122.1  bits: 28.6 E(): 0.081 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (4-80:93-173) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 122.1  bits: 28.6 E(): 0.081 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (4-80:93-173) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
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gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.0  bits: 28.6 E(): 0.081 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (3-55:99-151) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  70  Z-score: 120.2  bits: 28.2 E():  0.1 
Smith-Waterman score: 70; 25.9% identity (45.7% similar) in 81 aa overlap (4-80:93-173) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (3-55:98-150) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 118.3  bits: 27.9 E(): 0.13 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (3-55:98-150) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
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 initn:  38 init1:  38 opt:  63  Z-score: 107.1  bits: 25.8 E(): 0.55 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (4-60:17-74) 
 
                            10        20        30          40      
PAT___              QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
          50        60        70        80                          
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                          
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.2  bits: 24.7 E():  1.2 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (6-69:98-164) 
 
                                        10        20         30     
PAT___                          QRLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
            40         50        60        70        80             
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.4  bits: 24.4 E():  1.7 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (4-60:50-107) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
              40        50        60        70        80            
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV            
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.1  bits: 21.6 E():  5.5 
Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (2-34:3-35) 
 
                10        20        30        40        50          
PAT___  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
         ::.  ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
      60        70        80                                        
PAT___ GWHDVGFWQRDFELPAPPRPV                                        
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 89.0  bits: 22.9 E():  5.6 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (21-61:67-113) 
 
                         10        20        30               40    
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PAT___           QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
            50        60        70        80                        
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                        
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (22-53:70-105) 
 
                        10        20        30          40          
PAT___          QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
        50        60        70        80                    
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                    
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (41-74:105-136) 
 
               20        30        40        50        60        70 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
               80            
PAT___ FELPAPPRPV            
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (41-74:105-136) 
 
               20        30        40        50        60        70 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
               80            
PAT___ FELPAPPRPV            
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.5 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (14-38:144-168) 
 
                                10        20        30        40    
PAT___                  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
            50        60        70        80                        
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                        
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gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.8  bits: 22.9 E():  8.5 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (14-38:144-168) 
 
                                10        20        30        40    
PAT___                  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
            50        60        70        80                        
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                        
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 21.6 E():  9.2 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (4-55:68-119) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.7  bits: 21.6 E():  9.7 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (4-79:80-159) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
     170       180       190       200       210       220          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.6  bits: 24.3 E():  9.9 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (13-64:481-539) 
 
                                 10        20        30             
PAT___                   QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
          40        50        60        70        80                
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
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>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (4-55:91-142) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (4-55:91-142) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (4-79:91-170) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (4-79:91-170) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|126 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
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 initn:  44 init1:  44 opt:  51  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 51; 20.3% identity (45.6% similar) in 79 aa overlap (4-78:91-169) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     ...:  :. : .   . ::  .            
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 50; 20.0% identity (43.8% similar) in 80 aa overlap (4-79:91-170) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|752 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (57-73:48-65) 
 
         30        40        50         60        70        80      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPV      
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (57-73:48-65) 
 
         30        40        50         60        70        80      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPV      
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (57-73:48-65) 
 
         30        40        50         60        70        80      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPV      
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
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        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (4-74:91-165) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.9 E():   17 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (3-70:83-155) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
                40            50        60        70        80      
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPRPV      
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.3  bits: 21.2 E():   19 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (4-73:229-301) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|212 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
 
            40            50        60        70        80          
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV          
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|212 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|212 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.3  bits: 21.2 E():   19 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (4-73:229-301) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|833 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
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            40            50        60        70        80          
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV          
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|833 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|833 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 22.2 E():   21 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (55-69:656-670) 
 
           30        40        50        60        70        80     
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV     
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 48; 20.0% identity (42.5% similar) in 80 aa overlap (4-79:93-172) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
gi|117 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
            190       200       210       220       230       240   
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (66-78:400-412) 
 
          40        50        60        70        80                
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 20.2 E():   24 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (4-55:69-120) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
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>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 77.2  bits: 21.5 E():   25 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (57-79:88-111) 
 
         30        40        50         60        70        80      
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPV      
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (5-57:92-138) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
          : ..: : ::   .. .  : :                        
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN  
          120        130       140       150       160  
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.9  bits: 17.8 E():   26 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (56-61:45-50) 
 
          30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                     :..:::                    
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                   
           20        30        40        50                    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (4-55:91-142) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (4-66:92-157) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
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gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (4-55:29-80) 
 
                                        10        20         30     
PAT___                          QRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
           40        50        60        70        80               
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV               
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (15-43:271-299) 
 
                               10        20        30        40     
PAT___                 QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
           50        60        70        80                         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                         
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (53-69:16-32) 
 
             30        40        50        60        70        80   
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV   
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.7  bits: 21.2 E():   31 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (31-67:202-237) 
 
               10        20        30        40        50        60 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
               70        80                                         
PAT___ WHDVGFWQRDFELPAPPRPV                                         
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 19.1 E():   32 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (2-49:77-124) 
 
                                            10        20         30 
PAT___                              QRLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
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gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
               40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
       .:.: .  ....  :...:                                
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN  
         110       120       130       140       150      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (4-55:57-108) 
 
                                          10        20         30   
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.4  bits: 19.8 E():   32 
Smith-Waterman score: 46; 20.0% identity (42.5% similar) in 80 aa overlap (4-79:76-155) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
gi|116 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
         170       180       190       200       210       220      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (15-43:270-298) 
 
                               10        20        30        40     
PAT___                 QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
           50        60        70        80                         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                         
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (4-29:50-75) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
            40        50        60        70        80              
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PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (4-74:91-165) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (68-78:235-245) 
 
        40        50        60        70        80                  
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                  
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (16-37:98-119) 
 
                              10        20        30        40      
PAT___                QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
          50        60        70        80                          
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                          
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (16-37:99-120) 
 
                              10        20        30        40      
PAT___                QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
          50        60        70        80                          
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                          
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.4  bits: 18.5 E():   36 
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Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (16-60:17-69) 
 
                10        20        30           40             50  
PAT___  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
              60        70        80                       
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPV                       
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (55-78:40-63) 
 
           30        40        50        60        70        80     
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV     
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (3-48:230-274) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (4-54:255-310) 
 
                                          10        20              
PAT___                            QRLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
       30        40        50        60        70        80         
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV         
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
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gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
             130       140       150       160          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN          
             130       140       150       160          
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (73-79:233-239) 
 
             50        60        70        80                  
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                  
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.2  bits: 21.1 E():   42 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (55-76:707-729) 
 
           30        40        50        60         70        80    
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPV    
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.6  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (13-36:104-126) 
 
                                 10        20        30        40   
PAT___                   QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
             50        60        70        80                       
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                       
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (22-36:11-25) 
 
               10        20        30        40        50        60 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                            : .:..:.:: ..:.                         
gi|300            MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAA 
                          10        20        30        40          
 
               70        80                                         
PAT___ WHDVGFWQRDFELPAPPRPV                                         
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gi|300 MATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPED 
      50        60        70        80        90       100          
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (22-36:11-25) 
 
               10        20        30        40        50        60 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                            : .:..:.:: ..:.                         
gi|300            MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAA 
                          10        20        30        40          
 
               70        80                                         
PAT___ WHDVGFWQRDFELPAPPRPV                                         
                                                                    
gi|300 MATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPED 
      50        60        70        80        90       100          
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (48-67:154-185) 
 
        20        30        40        50                 60         
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
          70        80                        
PAT___ FWQRDFELPAPPRPV                        
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (4-42:35-72) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (16-60:17-69) 
 
                10        20        30           40             50  
PAT___  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
              60        70        80                       
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPV                       
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (18-48:35-67) 
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                            10        20           30        40     
PAT___              QRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           50        60        70        80              
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (18-48:35-67) 
 
                            10        20           30        40     
PAT___              QRLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
           50        60        70        80              
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 47; 34.4% identity (71.9% similar) in 32 aa overlap (4-34:32-62) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-P 
                                     : ..:   .:.....: :::...:  :. : 
gi|109 DLGYGPATPAAPAAGYTPATPAAPAGADAAGKATTEEQKLIEKINA-GFKAALAGAGVQP 
              10        20        30        40         50        60 
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        :                                                           
gi|109 ADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPE 
               70        80        90       100       110       120 
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.8 E():   47 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (7-41:130-170) 
 
                                       10         20             30 
PAT___                         QRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
               40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
       : .:  : : .                                        
gi|292 LHKDQIVVLSDDDRCQGSRD                               
     160       170                                        
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (16-34:44-62) 
 
                              10        20        30        40      
PAT___                QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
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          50        60        70        80                          
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                          
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.9  bits: 20.5 E():   49 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (31-67:202-237) 
 
               10        20        30        40        50        60 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
               70        80                                         
PAT___ WHDVGFWQRDFELPAPPRPV                                         
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 19.1 E():   50 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (4-55:68-119) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (19-47:203-231) 
 
                           10        20        30        40         
PAT___             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
       50        60        70        80                             
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                             
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (72-80:92-100) 
 
              50        60        70        80                      
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                      
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
             130       140       150  
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (19-47:203-231) 
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                           10        20        30        40         
PAT___             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
       50        60        70        80                             
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                             
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (14-63:87-132) 
 
                                10        20        30        40    
PAT___                  QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
            50        60        70        80                        
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                        
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.4 E():   52 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (50-78:6-34) 
 
      20        30        40        50        60        70          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.4 E():   52 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (50-78:6-34) 
 
      20        30        40        50        60        70          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.4 E():   52 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (50-78:6-34) 
 
      20        30        40        50        60        70          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
      80                                                            
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PAT___ V                                                            
                                                                    
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:91-116) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
              130       140       150                   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
             130       140       150       160          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
             130       140       150       160          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
             130       140       150       160          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN          
             130       140       150       160          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
             130       140       150       160          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN          
             130       140       150       160          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (5-28:92-117) 
 
                                           10        20        30   
PAT___                           QRLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                                        
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN          
             130       140       150       160          
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (2-34:18-50) 
 
                               10        20        30        40     
PAT___                 QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
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           50        60        70        80                         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                         
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (4-55:92-143) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.4 E():   55 
Smith-Waterman score: 45; 34.5% identity (55.2% similar) in 29 aa overlap (50-78:27-55) 
 
      20        30        40        50        60        70          
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 44; 17.7% identity (45.6% similar) in 79 aa overlap (4-78:91-169) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     ...:  :. : .   . :.  .            
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 44; 20.0% identity (42.5% similar) in 80 aa overlap (4-79:97-176) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
            40        50            60        70        80          
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPV          
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
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gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
gi|249 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTGPFTVRYTTEG 
        190       200       210       220       230       240       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.2  bits: 15.1 E():   62 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (60-76:2-18) 
 
      30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
                                     : .:   :.  .  : :     
gi|244                              IGNEDCTPWMSTLITPLP     
                                            10             
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (31-72:390-431) 
 
               10        20        30        40        50        60 
PAT___ QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
               70        80                                   
PAT___ WHDVGFWQRDFELPAPPRPV                                   
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (45-66:147-168) 
 
           20        30        40        50        60        70     
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
           80                                                       
PAT___ APPRPV                                                       
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 43; 29.7% identity (62.2% similar) in 37 aa overlap (1-37:189-222) 
 
                                             10        20        30 
PAT___                               QRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     :.:. :. :  : . ..:..   . .:.   
gi|170 SQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIALRI 
      160       170       180       190       200          210      
 
               40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
       ::.  ::                                            
gi|170 LPTMCSVNVPLYRTTTSVPFGVGTGVGAY                      
         220       230       240                          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (4-35:238-268) 
 
                                          10        20        30    
PAT___                            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
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gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
            40        50        60        70        80              
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV              
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (41-53:106-118) 
 
               20        30        40        50        60        70 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
               80                 
PAT___ FELPAPPRPV                 
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.2  bits: 21.1 E():   70 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (20-57:160-196) 
 
                          10        20        30        40          
PAT___            QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
      50        60        70        80                              
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                              
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (3-47:226-270) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (3-56:184-238) 
 
                                           10        20        30   
PAT___                             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                40        50        60        70        80          
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV          
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
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            220       230        240       250       260       270  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (7-41:128-168) 
 
                                       10         20             30 
PAT___                         QRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
               40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
       : .:  : : .                                        
gi|292 LHKDQIVVLSDDDRCQGSRD                               
       160       170                                      
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:118-134) 
 
                           10        20        30        40         
PAT___             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
       50        60        70        80                             
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                             
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (7-41:131-171) 
 
                                       10         20             30 
PAT___                         QRLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
               40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
       : .:  : : .                                        
gi|312 LHKDQIVVLSDDDRCQGSRD                               
              170       180                               
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 45; 27.3% identity (56.8% similar) in 44 aa overlap (32-69:228-271) 
 
              10        20        30        40        50         60 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|275 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGSG 
       200       210       220       230       240       250        
 
                    70        80              
PAT___ W----HD-VGFWQRDFELPAPPRPV              
       :    .: .::..:                         
gi|275 WDARVEDRIGFYKRYCDMFGVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 26.0% identity (56.0% similar) in 50 aa overlap (32-75:228-277) 
 
              10        20        30        40        50         60 
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PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-G 
                                     :.  ..   .: :: .  ..  .: . : : 
gi|145 VISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHDISAGRAPGYGVITNIINGGLECGRG 
       200       210       220       230       240       250        
 
                    70        80              
PAT___ W----HD-VGFWQRDFELPAPPRPV              
       :    .: .::..:  .. :                   
gi|145 WDARVEDRIGFYKRYCDMFAVGYGSNLDCYNQTPFGLG 
       260       270       280       290      
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (6-60:204-261) 
 
                                        10           20        30   
PAT___                          QRLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.1  bits: 15.7 E():   80 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (64-75:15-26) 
 
            40        50        60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV       
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 43; 29.7% identity (62.2% similar) in 37 aa overlap (1-37:252-285) 
 
                                             10        20        30 
PAT___                               QRLGLGSTLYTHLLKSMEAQGFKSVVAVIG 
                                     :.:. :. :  : . ..:..   . .:.   
gi|217 SQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVM---TSIALRI 
             230       240       250       260       270            
 
               40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
       ::.  ::                                            
gi|217 LPTMCSVNVPLYRTTTSVPFGVGTGVGAY                      
      280       290       300                             
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (41-64:66-87) 
 
               20        30        40        50        60        70 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
               80                                                   
PAT___ FELPAPPRPV                                                   
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3195



 

 

Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (41-64:66-87) 
 
               20        30        40        50        60        70 
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
               80                                                   
PAT___ FELPAPPRPV                                                   
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:154-170) 
 
                           10        20        30        40         
PAT___             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       50        60        70        80                             
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                             
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:154-170) 
 
                           10        20        30        40         
PAT___             QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
       50        60        70        80                             
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                             
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (59-69:99-109) 
 
       30        40        50        60        70        80         
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV         
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (29-49:90-112) 
 
                 10        20        30        40          50       
PAT___   QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
         60        70        80                                     
PAT___ KHGGWHDVGFWQRDFELPAPPRPV                                     
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gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (33-45:113-125) 
 
             10        20        30        40        50        60   
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
             70        80         
PAT___ DVGFWQRDFELPAPPRPV         
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:105-112) 
 
             50        60        70        80                       
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                       
                                     ::.: .::                       
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (33-45:113-125) 
 
             10        20        30        40        50        60   
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
             70        80         
PAT___ DVGFWQRDFELPAPPRPV         
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:105-112) 
 
             50        60        70        80                       
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                       
                                     ::.: .::                       
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 15.7 E():   90 
Smith-Waterman score: 34; 37.5% identity (62.5% similar) in 16 aa overlap (63-78:5-20) 
 
             40        50        60        70        80             
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV             
                                     :  : ..:.:: .  :               
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
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gi|410 NYDLFKES 
           40   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (15-47:49-81) 
 
                               10        20        30        40     
PAT___                 QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
           50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV 
        .:                                  
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD        
       80        90       100               
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (16-49:24-57) 
 
                       10        20        30        40        50   
PAT___         QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
             60        70        80                      
PAT___ AAGYKHGGWHDVGFWQRDFELPAPPRPV                      
                                                         
gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 66.7% identity (100.0% similar) in 6 aa overlap (72-77:56-61) 
 
              50        60        70        80                      
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                      
                                     :.:.::                         
gi|217 GNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALR 
          30        40        50        60        70        80      
 
gi|217 YFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTPYCLGMEESQWS 
          90       100       110       120       130       140    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (27-35:32-40) 
 
                   10        20        30        40        50       
PAT___     QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
         60        70        80                                     
PAT___ KHGGWHDVGFWQRDFELPAPPRPV                                     
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|631912|pir||S43243 allergen-like protein Syr v I is  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 50.0% identity (75.0% similar) in 8 aa overlap (72-79:2-9) 
 
              50        60        70        80                      
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                      

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3198



 

 

                                     ..: :: :                       
gi|631                              EDVPQPPVPQFHIQGQVYCDTCRARFITELS 
                                            10        20        30  
 
gi|631 EFIPGAGIRLQCKDGEHGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITLLSSSRKDCE 
              40        50        60        70        80        90  
 
>>gi|631913|pir||S43244 allergen-like protein Syr v I is  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 50.0% identity (75.0% similar) in 8 aa overlap (72-79:2-9) 
 
              50        60        70        80                      
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPV                      
                                     ..: :: :                       
gi|631                              EDVPQPPVPQFHIQGQVYCDTCRARFITELS 
                                            10        20        30  
 
gi|631 EFIPGASIRLQCKDGENGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITLISSGRKDCD 
              40        50        60        70        80        90  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (27-35:32-40) 
 
                   10        20        30        40        50       
PAT___     QRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
         60        70        80                                     
PAT___ KHGGWHDVGFWQRDFELPAPPRPV                                     
                                                                    
gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:52 2011 done: Wed Jan 19 14:40:53 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 99  - 178 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32    24     8:==*===== 
  34    49    21:======*========== 
  36    58    44:==============*===== 
  38    61    73:=====================   * 
  40    90   102:==============================   * 
  42   113   124:======================================   * 
  44    99   137:=================================            * 
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  46   129   139:===========================================   * 
  48   143   133:============================================*=== 
  50   110   122:=====================================   * 
  52   125   107:===================================*====== 
  54    93    91:==============================* 
  56    63    76:=====================    * 
  58    56    63:=================== * 
  60    71    51:================*======= 
  62    43    41:=============*= 
  64    17    32:======    * 
  66    21    26:======= * 
  68    16    20:======* 
  70    15    16:=====* 
  72    23    12:===*==== 
  74    11    10:===* 
  76    15     7:==*== 
  78     6     6:=* 
  80     5     5:=* 
  82     1     3:* 
  84     8     3:*== 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     2     0:=         *== 
>120     8     0:===       *======== 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.21700.00311; mu= 9.2891 0.160 
 mean_var=28.3180 7.083, 0's: 2 Z-trim: 12  B-trim: 123 in 1/43 
 Lambda= 0.241014 
 Kolmogorov-Smirnov  statistic: 0.0398 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   71 28.5   0.039 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   71 28.5   0.078 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 28.5    0.08 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 28.5   0.084 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   71 28.5   0.086 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   71 28.5   0.086 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 28.5   0.086 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   70 28.1    0.11 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.8    0.14 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.8    0.14 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.7    0.58 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.7     1.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 24.3     1.7 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.9     5.7 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   51 21.5     5.7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.5     5.9 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.5       6 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.5       6 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.9     8.6 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.9     8.6 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.5     9.5 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 24.3     9.8 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   51 21.5     9.9 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.5      10 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.5      10 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   51 21.5      10 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   51 21.5      10 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   51 21.5      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   50 21.2      13 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.5      15 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.5      15 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.5      15 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.9      17 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.8      17 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   50 21.2      20 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   50 21.2      20 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 22.2      21 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 20.5      21 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 21.2      22 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 20.1      25 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.5      25 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   48 20.5      26 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   48 20.5      26 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   48 20.5      26 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.5      26 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 20.1      27 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 20.1      27 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   48 20.5      27 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.7      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 20.1      29 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.8      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.8      30 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 21.2      31 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.1      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.8      32 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 19.1      32 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.8      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 19.1      33 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.8      34 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.8      35 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.4      36 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.4      36 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.4      37 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 20.1      38 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.8      39 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.5      40 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 21.2      42 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.4      42 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.8      42 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.8      42 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.5      45 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   37 16.7      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.4      46 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 19.1      46 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.4      46 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.4      46 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.4      47 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 18.1      47 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.8      48 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 19.1      48 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 18.1      48 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 18.1      48 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.5      49 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.4      50 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 19.1      50 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.4      51 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 20.1      51 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.4      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      54 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.4      54 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
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gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|31321942|gb|AAM54365.1| 2S albumin seed storage ( 161)   42 18.4      54 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 19.1      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 19.1      56 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 19.1      56 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.8      62 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.7      63 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.8      65 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.0      65 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 18.1      68 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 18.1      69 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      69 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 19.1      72 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 18.1      75 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.7      76 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 18.1      77 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 19.1      79 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   43 18.7      80 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.7      83 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 19.1      83 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 19.1      83 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.7      85 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.7      85 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 18.1      87 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 18.1      87 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   40 17.7      90 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   40 17.7      90 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   40 17.7      90 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   40 17.7      90 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   38 17.0      93 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   38 17.0      94 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   39 17.4      97 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.4      97 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   39 17.4      97 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   39 17.4      98 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   39 17.4      99 
gi|631912|pir||S43243 allergen-like protein Syr v  ( 145)   39 17.4      99 
gi|631913|pir||S43244 allergen-like protein Syr v  ( 145)   39 17.4      99 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   45 19.4      99 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  68 init1:  68 opt:  71  Z-score: 127.8  bits: 28.5 E(): 0.039 
Smith-Waterman score: 71; 37.1% identity (62.9% similar) in 35 aa overlap (1-34:23-57) 
 
                                     10        20         30        
PAT___                       RLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                             : :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                  
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 122.4  bits: 28.5 E(): 0.078 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (3-79:69-149) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVR         
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       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 122.1  bits: 28.5 E(): 0.08 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (2-54:81-133) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.8  bits: 28.5 E(): 0.084 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (2-54:92-144) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 121.6  bits: 28.5 E(): 0.086 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (3-79:93-173) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 121.6  bits: 28.5 E(): 0.086 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (3-79:93-173) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
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gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 121.6  bits: 28.5 E(): 0.086 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (2-54:99-151) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  70  Z-score: 119.8  bits: 28.1 E(): 0.11 
Smith-Waterman score: 70; 25.9% identity (45.7% similar) in 81 aa overlap (3-79:93-173) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.9  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (2-54:98-150) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 117.9  bits: 27.8 E(): 0.14 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (2-54:98-150) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
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       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 106.7  bits: 25.7 E(): 0.58 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (3-59:17-74) 
 
                             10        20        30          40     
PAT___               RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
           50        60        70        80                         
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                         
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 101.0  bits: 24.7 E():  1.2 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (5-68:98-164) 
 
                                         10        20         30    
PAT___                           RLGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
             40         50        60        70        80            
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.2  bits: 24.3 E():  1.7 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (3-59:50-107) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
               40        50        60        70        80           
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR           
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.9  bits: 22.9 E():  5.7 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (20-60:67-113) 
 
                          10        20        30               40   
PAT___            RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
             50        60        70        80                       
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                       
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.8  bits: 21.5 E():  5.7 
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Smith-Waterman score: 51; 24.2% identity (72.7% similar) in 33 aa overlap (1-33:3-35) 
 
                 10        20        30        40        50         
PAT___   RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
         ::.  ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
       60        70        80                                       
PAT___ GWHDVGFWQRDFELPAPPRPVR                                       
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (21-52:70-105) 
 
                         10        20        30          40         
PAT___           RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
         50        60        70        80                   
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                   
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (40-73:105-136) 
 
      10        20        30        40        50        60          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
      70        80           
PAT___ FELPAPPRPVR           
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (40-73:105-136) 
 
      10        20        30        40        50        60          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
      70        80           
PAT___ FELPAPPRPVR           
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.7  bits: 22.9 E():  8.6 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (13-37:144-168) 
 
                                 10        20        30        40   
PAT___                   RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
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             50        60        70        80                       
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                       
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.7  bits: 22.9 E():  8.6 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (13-37:144-168) 
 
                                 10        20        30        40   
PAT___                   RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
             50        60        70        80                       
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                       
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.5 E():  9.5 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (3-54:68-119) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 84.6  bits: 24.3 E():  9.8 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (12-63:481-539) 
 
                                  10        20        30            
PAT___                    RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
           40        50        60        70        80               
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR               
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.6  bits: 21.5 E():  9.9 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (3-78:80-159) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
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gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
     170       180       190       200       210       220          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (3-54:91-142) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (3-54:91-142) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (3-78:91-170) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (3-78:91-170) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|126 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
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              190       200       210       220       230       240 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 51; 20.3% identity (45.6% similar) in 79 aa overlap (3-77:91-169) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     ...:  :. : .   . ::  .            
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 50; 20.0% identity (43.8% similar) in 80 aa overlap (3-78:91-170) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|752 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.3  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (56-72:48-65) 
 
          30        40        50         60        70        80     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVR     
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.3  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (56-72:48-65) 
 
          30        40        50         60        70        80     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVR     
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.3  bits: 21.5 E():   15 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (56-72:48-65) 
 
          30        40        50         60        70        80     
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PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVR     
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 21.9 E():   17 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (2-69:83-155) 
 
                                            10        20         30 
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
                 40            50        60        70        80     
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR     
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (3-73:91-165) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (3-72:229-301) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|212 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
 
             40            50        60        70        80         
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR         
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|212 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|212 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (3-72:229-301) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     :. :   :. :     .:...: : ::  . 
gi|833 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
 
             40            50        60        70        80         
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR         
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|833 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|833 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 22.2 E():   21 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (54-68:656-670) 
 
            30        40        50        60        70        80    
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR    
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 48; 20.0% identity (42.5% similar) in 80 aa overlap (3-78:93-172) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
gi|117 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
            190       200       210       220       230       240   
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (65-77:400-412) 
 
           40        50        60        70        80               
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR               
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 20.1 E():   25 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (3-54:69-120) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
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gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 77.2  bits: 21.5 E():   25 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (56-78:88-111) 
 
          30        40        50         60        70        80     
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVR     
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 20.5 E():   26 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (49-80:6-37) 
 
       20        30        40        50        60        70         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
       80                                                           
PAT___ VR                                                           
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 20.5 E():   26 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (49-80:6-37) 
 
       20        30        40        50        60        70         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
       80                                                           
PAT___ VR                                                           
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 20.5 E():   26 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (49-80:6-37) 
 
       20        30        40        50        60        70         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
       80                                                           
PAT___ VR                                                           
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (4-56:92-138) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
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gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
          : ..: : ::   .. .  : :                         
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN   
          120        130       140       150       160   
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (3-54:91-142) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (3-65:92-157) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (49-80:27-58) 
 
       20        30        40        50        60        70         
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
       80                                                           
PAT___ VR                                                           
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 76.6  bits: 17.7 E():   28 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (55-60:45-50) 
 
           30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                     :..:::                     
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                    
           20        30        40        50                     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
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 initn:  38 init1:  38 opt:  47  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (3-54:29-80) 
 
                                         10        20         30    
PAT___                           RLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
            40        50        60        70        80              
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR              
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (14-42:271-299) 
 
                                10        20        30        40    
PAT___                  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
            50        60        70        80                        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                        
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (52-68:16-32) 
 
              30        40        50        60        70        80  
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR  
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.7  bits: 21.2 E():   31 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (30-66:202-237) 
 
                10        20        30        40        50          
PAT___  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
      60        70        80                                        
PAT___ WHDVGFWQRDFELPAPPRPVR                                        
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (3-54:57-108) 
 
                                           10        20         30  
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
              40        50        60        70        80            
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PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (14-42:270-298) 
 
                                10        20        30        40    
PAT___                  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
            50        60        70        80                        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                        
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 59; 28.6% identity (67.3% similar) in 49 aa overlap (1-48:77-124) 
 
                                             10        20           
PAT___                               RLGLGSTLYTHLLKSMEAQGFKSVVA-VIG 
                                     . ::: : :: .  .. ..:..:::   .  
gi|186 GDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVV 
         50        60        70        80         90       100      
 
      30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
       .:.: .  ....  :...:                                 
gi|186 VPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN   
         110       120       130       140       150       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 46; 20.0% identity (42.5% similar) in 80 aa overlap (3-78:76-155) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
gi|116 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
         170       180       190       200       210       220      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (3-28:50-75) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (3-73:91-165) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (67-77:235-245) 
 
         40        50        60        70        80                 
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                 
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (15-36:98-119) 
 
                               10        20        30        40     
PAT___                 RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
           50        60        70        80                         
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                         
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (15-36:99-120) 
 
                               10        20        30        40     
PAT___                 RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
           50        60        70        80                         
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                         
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (15-59:17-69) 
 
                 10        20        30           40             50 
PAT___   RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
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                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
               60        70        80                      
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVR                      
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.9  bits: 20.1 E():   38 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (2-47:230-274) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (54-77:40-63) 
 
            30        40        50        60        70        80    
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR    
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (3-53:255-310) 
 
                                           10             20        
PAT___                             RLGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
        30        40        50        60        70        80        
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR        
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.2  bits: 21.2 E():   42 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (54-75:707-729) 
 
            30        40        50        60         70        80   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPVR   
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.4 E():   42 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (72-78:233-239) 
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              50        60        70        80                 
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                 
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN           
             130       140       150       160           
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN           
             130       140       150       160           
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.6  bits: 20.5 E():   45 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (12-35:104-126) 
 
                                  10        20        30        40  
PAT___                    RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
              50        60        70        80                      
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                      
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 72.5  bits: 16.7 E():   46 
Smith-Waterman score: 37; 36.8% identity (57.9% similar) in 19 aa overlap (62-80:5-23) 
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
                                     :  : ..:.:: .  :  :            
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (3-41:35-72) 
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                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (47-66:154-185) 
 
         20        30        40        50                 60        
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
           70        80                       
PAT___ FWQRDFELPAPPRPVR                       
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (21-35:11-25) 
 
               10        20        30        40        50        60 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
                           : .:..:.:: ..:.                          
gi|300           MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAM 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ HDVGFWQRDFELPAPPRPVR                                         
                                                                    
gi|300 ATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDK 
               60        70        80        90       100       110 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (21-35:11-25) 
 
               10        20        30        40        50        60 
PAT___ RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGW 
                           : .:..:.:: ..:.                          
gi|300           MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAM 
                         10        20        30        40        50 
 
               70        80                                         
PAT___ HDVGFWQRDFELPAPPRPVR                                         
                                                                    
gi|300 ATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDK 
               60        70        80        90       100       110 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 34.4% identity (71.9% similar) in 32 aa overlap (3-33:32-62) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGL-P 
                                     : ..:   .:.....: :::...:  :. : 
gi|109 DLGYGPATPAAPAAGYTPATPAAPAGADAAGKATTEEQKLIEKINA-GFKAALAGAGVQP 
              10        20        30        40         50        60 
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              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        :                                                           
gi|109 ADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPE 
               70        80        90       100       110       120 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (15-59:17-69) 
 
                 10        20        30           40             50 
PAT___   RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
               60        70        80                      
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVR                      
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.8 E():   48 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (6-40:130-170) 
 
                                        10              20          
PAT___                          RLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
      30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
       : .:  : : .                                         
gi|292 LHKDQIVVLSDDDRCQGSRD                                
     160       170                                         
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (15-33:44-62) 
 
                               10        20        30        40     
PAT___                 RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
           50        60        70        80                         
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                         
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (17-47:35-67) 
 
                             10        20           30        40    
PAT___               RLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            50        60        70        80             
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
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 initn:  37 init1:  37 opt:  41  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (17-47:35-67) 
 
                             10        20           30        40    
PAT___               RLGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
            50        60        70        80             
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 20.5 E():   49 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (30-66:202-237) 
 
                10        20        30        40        50          
PAT___  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
      60        70        80                                        
PAT___ WHDVGFWQRDFELPAPPRPVR                                        
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (18-46:203-231) 
 
                            10        20        30        40        
PAT___              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
        50        60        70        80                            
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                            
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 19.1 E():   50 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (3-54:68-119) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (71-79:92-100) 
 
               50        60        70        80                     
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
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              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
             130       140       150  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (13-62:87-132) 
 
                                 10        20        30        40   
PAT___                   RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
             50        60        70        80                       
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                       
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (18-46:203-231) 
 
                            10        20        30        40        
PAT___              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
        50        60        70        80                            
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                            
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:91-116) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN           
              130       140       150                    
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN           
             130       140       150       160           
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN           
             130       140       150       160           
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN           
             130       140       150       160           
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN           
             130       140       150       160           
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN           
             130       140       150       160           
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN           
             130       140       150       160           
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (4-27:92-117) 
 
                                            10        20        30  
PAT___                            RLGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                                         
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN           
             130       140       150       160           
 
>>gi|31321942|gb|AAM54365.1| 2S albumin seed storage pro  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 24.2% identity (69.7% similar) in 33 aa overlap (1-33:18-50) 
 
                                10        20        30        40    
PAT___                  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                        ::.  ..: . ::   .: .:....... . .:           
gi|313 RHEARKCIFHTFSLTMARLATLAALLVALLFVANAAAFRTTITTMEIDEDIDNPRRRGEG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                        
                                                                    
gi|313 CQEQIQRQQNLNHCQYYLRQQSRSGGYDEDNQRQHFRQCCQQLSQIEEQCQCEGLRQAVR 
               70        80        90       100       110       120 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (3-54:92-143) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 44; 17.7% identity (45.6% similar) in 79 aa overlap (3-77:91-169) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     ...:  :. : .   . :.  .            
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
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gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 44; 20.0% identity (42.5% similar) in 80 aa overlap (3-78:97-176) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
             40        50            60        70        80         
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVR         
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
gi|249 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTGPFTVRYTTEG 
        190       200       210       220       230       240       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (30-71:390-431) 
 
                10        20        30        40        50          
PAT___  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
      60        70        80                                  
PAT___ WHDVGFWQRDFELPAPPRPVR                                  
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (44-65:147-168) 
 
            20        30        40        50        60        70    
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
            80                                                      
PAT___ APPRPVR                                                      
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (3-34:238-268) 
 
                                           10        20        30   
PAT___                             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
             40        50        60        70        80             
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR             
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 69.8  bits: 15.0 E():   65 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (59-75:2-18) 
 
       30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
                                     : .:   :.  .  : :      
gi|244                              IGNEDCTPWMSTLITPLP      
                                            10              
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 48; 20.8% identity (64.6% similar) in 48 aa overlap (9-53:84-130) 
 
                                     10        20           30      
PAT___                       RLGLGSTLYTHLLKSMEAQGFKSV---VAVIGLPNDPS 
                                     :: .  .. :. :.:.   . ... :.  : 
gi|281 IKEVTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGS 
            60        70        80        90       100       110    
 
          40        50        60        70        80   
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR   
       .  .... ::..:  ...                              
gi|281 ICKNRSI-YTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
           120        130       140       150          
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (40-52:106-118) 
 
      10        20        30        40        50        60          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
      70        80                
PAT___ FELPAPPRPVR                
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.3  bits: 21.1 E():   69 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (19-56:160-196) 
 
                           10        20        30        40         
PAT___             RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
       50        60        70        80                             
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                             
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (2-46:226-270) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
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         260       270       280       290       300       310      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (2-55:184-238) 
 
                                            10        20        30  
PAT___                              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                 40        50        60        70        80         
PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR         
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (6-40:128-168) 
 
                                        10              20          
PAT___                          RLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
      30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
       : .:  : : .                                         
gi|292 LHKDQIVVLSDDDRCQGSRD                                
       160       170                                       
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:118-134) 
 
                            10        20        30        40        
PAT___              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
        50        60        70        80                            
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                            
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (6-40:131-171) 
 
                                        10              20          
PAT___                          RLGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
      30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
       : .:  : : .                                         
gi|312 LHKDQIVVLSDDDRCQGSRD                                
              170       180                                
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (5-59:204-261) 
 
                                         10           20        30  
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PAT___                           RLGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
              40        50        60        70        80            
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR            
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 43; 33.3% identity (46.7% similar) in 15 aa overlap (66-80:249-263) 
 
          40        50        60        70        80                
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                
                                     :.. :  : :    :                
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.8  bits: 15.7 E():   83 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (63-74:15-26) 
 
             40        50        60        70        80      
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR      
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (40-63:66-87) 
 
      10        20        30        40        50        60          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
      70        80                                                  
PAT___ FELPAPPRPVR                                                  
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (40-63:66-87) 
 
      10        20        30        40        50        60          
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
      70        80                                                  
PAT___ FELPAPPRPVR                                                  
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:154-170) 
 
                            10        20        30        40        
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PAT___              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        50        60        70        80                            
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                            
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:154-170) 
 
                            10        20        30        40        
PAT___              RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
        50        60        70        80                            
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                            
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (58-68:99-109) 
 
        30        40        50        60        70        80        
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR        
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (28-48:90-112) 
 
                  10        20        30        40          50      
PAT___    RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
          60        70        80                                    
PAT___ KHGGWHDVGFWQRDFELPAPPRPVR                                    
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (32-44:113-125) 
 
              10        20        30        40        50        60  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|276 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
              70        80        
PAT___ DVGFWQRDFELPAPPRPVR        
                                  
gi|276 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
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>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 30.8% identity (92.3% similar) in 13 aa overlap (32-44:113-125) 
 
              10        20        30        40        50        60  
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                                     .::..:. ...:.                  
gi|668 VVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHG 
             90       100       110       120       130       140   
 
              70        80        
PAT___ DVGFWQRDFELPAPPRPVR        
                                  
gi|668 KITYAALEPAKNHLEFSSAETVLKHL 
            150       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:105-112) 
 
              50        60        70        80                      
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                      
                                     ::.: .::                       
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:105-112) 
 
              50        60        70        80                      
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                      
                                     ::.: .::                       
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 38; 21.2% identity (60.6% similar) in 33 aa overlap (14-46:49-81) 
 
                                10        20        30        40    
PAT___                  RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :..:.. .: ... .:  .  ..    : : 
gi|598 GIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAG 
       20        30        40        50        60        70         
 
            50        60        70        80 
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR 
        .:                                   
gi|598 AAAPAEEKKEEKEEEKEESDEDMGFGLFD         
       80        90       100                
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 38; 26.5% identity (50.0% similar) in 34 aa overlap (15-48:24-57) 
 
                        10        20        30        40        50  
PAT___          RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLR 
                              :.: . : . :.. :   : . .. : :     :    
gi|207 MSITDIVSEKNIEAALESVKAEGSFEYKCFFQKVGLAGKSADDAKKVFEILDRDKSGYIE 
               10        20        30        40        50        60 
 
              60        70        80                     
PAT___ AAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
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gi|207 KDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               70        80        90       100          
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (71-80:101-110) 
 
               50        60        70        80                     
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
                                     :::. :: :.                     
gi|219 ELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHN 
               80        90       100       110       120       130 
 
gi|219 TPYCLAMEESQWS 
              140    
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 66.7% identity (100.0% similar) in 6 aa overlap (71-76:56-61) 
 
               50        60        70        80                     
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
                                     :.:.::                         
gi|217 GNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALR 
          30        40        50        60        70        80      
 
gi|217 YFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTPYCLGMEESQWS 
          90       100       110       120       130       140    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (71-80:101-110) 
 
               50        60        70        80                     
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
                                     :::. :: :.                     
gi|195 ELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHN 
               80        90       100       110       120       130 
 
gi|195 TPYCLAMEESQWS 
              140    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (26-34:32-40) 
 
                    10        20        30        40        50      
PAT___      RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|189 ASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
          60        70        80                                    
PAT___ KHGGWHDVGFWQRDFELPAPPRPVR                                    
                                                                    
gi|189 VSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKV 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 39; 55.6% identity (88.9% similar) in 9 aa overlap (26-34:32-40) 
 
                    10        20        30        40        50      
PAT___      RLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGY 
                                     : .:::..:                      
gi|439 ASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPLEGCREYVAQQTCGVTIAGSP 
              10        20        30        40        50        60  
 
          60        70        80                                    
PAT___ KHGGWHDVGFWQRDFELPAPPRPVR                                    
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gi|439 VSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAK 
              70        80        90       100       110       120  
 
>>gi|631912|pir||S43243 allergen-like protein Syr v I is  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 39; 50.0% identity (75.0% similar) in 8 aa overlap (71-78:2-9) 
 
               50        60        70        80                     
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
                                     ..: :: :                       
gi|631                              EDVPQPPVPQFHIQGQVYCDTCRARFITELS 
                                            10        20        30  
 
gi|631 EFIPGAGIRLQCKDGEHGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITLLSSSRKDCE 
              40        50        60        70        80        90  
 
>>gi|631913|pir||S43244 allergen-like protein Syr v I is  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 39; 50.0% identity (75.0% similar) in 8 aa overlap (71-78:2-9) 
 
               50        60        70        80                     
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                     
                                     ..: :: :                       
gi|631                              EDVPQPPVPQFHIQGQVYCDTCRARFITELS 
                                            10        20        30  
 
gi|631 EFIPGASIRLQCKDGENGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITLISSGRKDCD 
              40        50        60        70        80        90  
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 19.4 E():   99 
Smith-Waterman score: 45; 50.0% identity (80.0% similar) in 10 aa overlap (67-76:150-159) 
 
         40        50        60        70        80                 
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR                 
                                     .:.: .: ::                     
gi|185 REEQEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERNEEEDEDEEQQRES 
     120       130       140       150       160       170          
 
gi|185 EESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFN 
     180       190       200       210       220       230          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:53 2011 done: Wed Jan 19 14:40:53 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 100  - 179 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3232



 

 

  32    16     8:==*=== 
  34    47    22:=======*======== 
  36    58    44:==============*===== 
  38    62    73:=====================   * 
  40    88   102:==============================   * 
  42   114   125:======================================   * 
  44   104   138:===================================          * 
  46   126   140:==========================================    * 
  48   140   134:============================================*== 
  50   111   122:=====================================   * 
  52   131   108:===================================*======== 
  54    92    92:==============================* 
  56    57    77:===================      * 
  58    80    63:====================*====== 
  60    59    51:================*=== 
  62    20    41:=======      * 
  64    24    33:========  * 
  66    25    26:========* 
  68    13    20:===== * 
  70    36    16:=====*====== 
  72    12    12:===* 
  74    18    10:===*== 
  76     8     8:==* 
  78     7     6:=*= 
  80     9     5:=*= 
  82    10     3:*=== 
  84     0     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     3     0:=         *=== 
 116     1     0:=         *= 
 118     6     0:==        *====== 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.44690.00326; mu= 8.2099 0.167 
 mean_var=30.8967 7.696, 0's: 2 Z-trim: 12  B-trim: 123 in 1/43 
 Lambda= 0.230738 
 Kolmogorov-Smirnov  statistic: 0.0335 (N=27) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   71 27.8    0.12 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   71 27.8    0.12 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   71 27.8    0.13 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   71 27.8    0.13 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   71 27.8    0.13 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   71 27.8    0.13 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   70 27.5    0.17 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   66 26.2    0.19 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   69 27.2    0.21 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   69 27.2    0.21 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.2    0.83 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.2     1.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 23.8     2.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.2     7.4 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.2     7.5 
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gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.2     7.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.5     7.5 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.5      11 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.5      11 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.2      12 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   51 21.2      13 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.2      13 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.2      13 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   51 21.2      13 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   51 21.2      13 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   51 21.2      13 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.8      14 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   50 20.9      16 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   48 20.2      16 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   48 20.2      16 
gi|459292|gb|AAB29137.1| beta-casein A3 [Bos tauru ( 224)   49 20.5      18 
gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]  ( 224)   49 20.5      18 
gi|162797|gb|AAA30430.1| beta-casein precursor [Bo ( 224)   49 20.5      18 
gi|162931|gb|AAA30480.1| beta-casein precursor [Bo ( 224)   49 20.5      18 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   51 21.2      18 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   50 20.9      18 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   50 20.9      19 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.2      19 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.2      19 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.2      19 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   50 20.9      19 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.5      21 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.5      21 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   50 20.8      25 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   50 20.8      25 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 20.2      26 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.8      27 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 20.8      28 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 19.9      30 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.6      31 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.2      31 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   48 20.2      31 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   48 20.2      31 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   48 20.2      31 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.2      32 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 19.9      33 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 19.9      33 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   48 20.2      33 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.6      35 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 19.9      35 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 18.9      36 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.5      36 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 18.9      38 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.8      38 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.5      39 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.9      39 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.9      39 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.5      40 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.5      41 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.2      42 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.5      42 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.2      43 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.5      44 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.5      45 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 19.8      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.5      49 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.5      49 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.2      49 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   37 16.6      50 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.2      50 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 20.8      53 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.2      53 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.2      53 
gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Ma ( 174)   43 18.5      53 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.9      53 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 17.9      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 17.9      54 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 18.9      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.2      55 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.5      55 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.9      56 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      56 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.2      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.2      58 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 18.9      59 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.2      60 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.2      61 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.2      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   44 18.9      62 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.8      62 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   45 19.2      63 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      64 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   44 18.9      64 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 18.9      65 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.9      66 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.0      66 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 18.9      66 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.9      70 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.9      70 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.9      70 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.5      73 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.5      74 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.9      76 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.9      77 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 17.9      78 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.5      78 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   44 18.8      85 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 17.9      85 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   43 18.5      86 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.2      86 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.6      86 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 17.9      87 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      87 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      88 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   43 18.5      89 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   43 18.5      92 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 18.8      93 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      97 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      97 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 17.9      98 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 17.9      99 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.5      99 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.5      99 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 119.0  bits: 27.8 E(): 0.12 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (2-78:69-149) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
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      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 118.7  bits: 27.8 E(): 0.12 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (1-53:81-133) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
              120       130       140       150       160       170 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 118.4  bits: 27.8 E(): 0.13 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (1-53:92-144) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        .: .  :  :. :: :..   :                                      
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPN 
             130       140       150       160       170       180  
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 118.2  bits: 27.8 E(): 0.13 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (2-78:93-173) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 118.2  bits: 27.8 E(): 0.13 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (2-78:93-173) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
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gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  71 init1:  71 opt:  71  Z-score: 118.2  bits: 27.8 E(): 0.13 
Smith-Waterman score: 71; 30.2% identity (50.9% similar) in 53 aa overlap (1-53:99-151) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  : .: .:   :: .  .  
gi|115 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPN 
      130       140       150       160       170       180         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  70  Z-score: 116.4  bits: 27.5 E(): 0.17 
Smith-Waterman score: 70; 25.9% identity (45.7% similar) in 81 aa overlap (2-78:93-173) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  63 init1:  63 opt:  66  Z-score: 115.4  bits: 26.2 E(): 0.19 
Smith-Waterman score: 66; 36.4% identity (63.6% similar) in 33 aa overlap (2-33:25-57) 
 
                                      10        20         30       
PAT___                        LGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                               :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                 
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 114.6  bits: 27.2 E(): 0.21 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (1-53:98-150) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|105 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        .: .  :  :. :: :..   :                                      
gi|105 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  69 init1:  69 opt:  69  Z-score: 114.6  bits: 27.2 E(): 0.21 
Smith-Waterman score: 69; 30.2% identity (49.1% similar) in 53 aa overlap (1-53:98-150) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :: .  .  :  : .:   :: .  .  
gi|115 NGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMN 
        70        80        90       100       110       120        
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        .: .  :  :. :: :..   :                                      
gi|115 YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPN 
       130       140       150       160       170       180        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 104.0  bits: 25.2 E(): 0.83 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (2-58:17-74) 
 
                              10        20          30        40    
PAT___                LGLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
            50        60        70        80                        
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                        
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 98.4  bits: 24.2 E():  1.7 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (4-67:98-164) 
 
                                          10        20         30   
PAT___                            LGLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
              40         50        60        70        80           
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 95.7  bits: 23.8 E():  2.4 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (2-58:50-107) 
 
                                            10        20            
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
 
      30        40        50        60        70        80          
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP          
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 86.8  bits: 21.2 E():  7.4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (20-51:70-105) 
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                          10        20        30          40        
PAT___            LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
          50        60        70        80                  
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                  
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.7  bits: 21.2 E():  7.5 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (39-72:105-136) 
 
       10        20        30        40        50        60         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
       70        80          
PAT___ FELPAPPRPVRP          
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.7  bits: 21.2 E():  7.5 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (39-72:105-136) 
 
       10        20        30        40        50        60         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
       70        80          
PAT___ FELPAPPRPVRP          
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.7  bits: 22.5 E():  7.5 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (19-59:67-113) 
 
                           10        20        30               40  
PAT___             LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
              50        60        70        80                      
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                      
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.5  bits: 22.5 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (12-36:144-168) 
 
                                  10        20        30        40  
PAT___                    LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
              50        60        70        80                      
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PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                      
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.5  bits: 22.5 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (12-36:144-168) 
 
                                  10        20        30        40  
PAT___                    LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
              50        60        70        80                      
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                      
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 21.2 E():   12 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (2-53:68-119) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 82.7  bits: 21.2 E():   13 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (2-77:80-159) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
     170       180       190       200       210       220          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (2-53:91-142) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (2-53:91-142) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (2-77:91-170) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (2-77:91-170) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|126 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 51; 20.3% identity (45.6% similar) in 79 aa overlap (2-76:91-169) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     ...:  :. : .   . ::  .            
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
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gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.0  bits: 23.8 E():   14 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (11-62:481-539) 
 
                                   10        20        30           
PAT___                     LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
            40        50        60        70        80              
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP              
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 50; 20.0% identity (43.8% similar) in 80 aa overlap (2-77:91-170) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|752 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.2 E():   16 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (71-80:105-114) 
 
               50        60        70        80                     
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                     
                                     ::.: .:: :                     
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.2 E():   16 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (71-80:105-114) 
 
               50        60        70        80                     
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                     
                                     ::.: .:: :                     
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|459292|gb|AAB29137.1| beta-casein A3 [Bos taurus]    (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (70-80:123-133) 
 
      40        50        60        70        80                    
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                    
                                     :.: :  ::.:                    
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gi|459 TQTPVVVPPFLQPEVMGVSKVKEAMAPKQKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|459 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]       (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (70-80:123-133) 
 
      40        50        60        70        80                    
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                    
                                     :.: :  ::.:                    
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162797|gb|AAA30430.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (70-80:123-133) 
 
      40        50        60        70        80                    
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                    
                                     :.: :  ::.:                    
gi|162 TQTPVVVPPFLQPEVLGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPP 
            100       110       120       130       140       150   
 
gi|162 LLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPV 
            160       170       180       190       200       210   
 
>>gi|162931|gb|AAA30480.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (70-80:123-133) 
 
      40        50        60        70        80                    
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                    
                                     :.: :  ::.:                    
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 51; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:60-74) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :. :  :  : :..:                
gi|208 PYPQQPYPSQQPYPSQQPFPTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPF 
      30        40        50        60        70        80          
 
gi|208 PQPQQPFPWQPQQPFPQTQQSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQP 
      90       100       110       120       130       140          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.8  bits: 20.9 E():   18 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (70-80:85-96) 
 
      40        50        60        70         80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRP                   
                                     .:: : :.: ::                   
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQVLQESTYQLVQQLCC 
          120       130       140       150       160       170     
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>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.6  bits: 20.9 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (70-80:92-103) 
 
      40        50        60        70         80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRP                   
                                     .:: : :.: ::                   
gi|170 PYPQQQPFPSQQPYMQLQPFPQPQLPYPQPQLPYPQPQPFRPQQSYPQPQPQYSQPQQPI 
              70        80        90       100       110       120  
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQSTYQLVQQFCC 
             130       140       150       160       170       180  
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (55-71:48-65) 
 
           30        40        50         60        70        80    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRP    
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (55-71:48-65) 
 
           30        40        50         60        70        80    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRP    
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (55-71:48-65) 
 
           30        40        50         60        70        80    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRP    
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (70-80:99-110) 
 
      40        50        60        70         80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRP                   
                                     .:: : :.: ::                   
gi|216 FPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQPQYSQPQQPI 
       70        80        90       100       110       120         
 
gi|216 SQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAYGSSQVLQQSTYQL 
      130       140       150       160       170       180         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (2-72:91-165) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 61; 26.7% identity (56.0% similar) in 75 aa overlap (1-68:83-155) 
 
                                             10        20           
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIG-L 
                                     .:::. .:  : ....  :  :...  : . 
gi|289 TSELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHF 
             60        70        80        90       100         110 
 
      30          40            50        60        70        80    
PAT___ PND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP    
        .:   .:: :  . :  :     :...:  :.. :  . . .::                
gi|289 HEDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASE 
              120       130       140       150       160       170 
 
gi|289 GGEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAK 
              180       190       200       210       220       230 
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (2-71:229-301) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|833 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
 
              40            50        60        70        80        
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP        
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|833 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|833 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (2-71:229-301) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|212 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
 
              40            50        60        70        80        
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP        
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|212 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|212 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
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 initn:  44 init1:  44 opt:  48  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 48; 20.0% identity (42.5% similar) in 80 aa overlap (2-77:93-172) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
gi|117 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
            190       200       210       220       230       240   
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.7  bits: 21.8 E():   27 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (53-67:656-670) 
 
             30        40        50        60        70        80   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP   
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (64-76:400-412) 
 
            40        50        60        70        80              
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP              
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (2-53:69-120) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 17.6 E():   31 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (54-59:45-50) 
 
            30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     :..:::                      
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                     
           20        30        40        50                      
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (3-55:92-138) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
          : ..: : ::   .. .  : :                          
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN    
          120        130       140       150       160    
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (48-79:6-37) 
 
        20        30        40        50        60        70        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
        80                                                          
PAT___ VRP                                                          
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (48-79:6-37) 
 
        20        30        40        50        60        70        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
        80                                                          
PAT___ VRP                                                          
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (48-79:6-37) 
 
        20        30        40        50        60        70        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
        80                                                          
PAT___ VRP                                                          
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 75.3  bits: 21.2 E():   32 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (55-77:88-111) 
 
           30        40        50         60        70        80    
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRP    
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3247



 

 

        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (2-53:91-142) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (2-64:92-157) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.2 E():   33 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (48-79:27-58) 
 
        20        30        40        50        60        70        
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
        80                                                          
PAT___ VRP                                                          
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.6 E():   35 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (51-67:16-32) 
 
               30        40        50        60        70        80 
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
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Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (2-53:29-80) 
 
                                          10        20         30   
PAT___                            LGLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
             40        50        60        70        80             
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP             
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 44; 21.4% identity (75.0% similar) in 28 aa overlap (5-32:8-35) 
 
                  10        20        30        40        50        
PAT___    LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
              ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
        60        70        80                                      
PAT___ GWHDVGFWQRDFELPAPPRPVRP                                      
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (13-41:271-299) 
 
                                 10        20        30        40   
PAT___                   LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
             50        60        70        80                       
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                       
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 58; 29.8% identity (68.1% similar) in 47 aa overlap (2-47:79-124) 
 
                                            10        20         30 
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVA-VIGLP 
                                     ::: : :: .  .. ..:..:::   . .: 
gi|186 GGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVVVP 
       50        60        70        80         90       100        
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
       .: .  ....  :...:                                  
gi|186 TDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN    
       110       120       130       140       150        
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.9  bits: 20.8 E():   38 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (29-65:202-237) 
 
                 10        20        30        40        50         
PAT___   LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3249



 

 

 
       60        70        80                                       
PAT___ WHDVGFWQRDFELPAPPRPVRP                                       
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 19.5 E():   39 
Smith-Waterman score: 46; 20.0% identity (42.5% similar) in 80 aa overlap (2-77:76-155) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
gi|116 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
         170       180       190       200       210       220      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (2-53:57-108) 
 
                                            10        20         30 
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (2-27:50-75) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (13-41:270-298) 
 
                                 10        20        30        40   
PAT___                   LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
             50        60        70        80                       
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                       
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gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (2-72:91-165) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (14-35:98-119) 
 
                                10        20        30        40    
PAT___                  LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
            50        60        70        80                        
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                        
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.2 E():   42 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (14-35:99-120) 
 
                                10        20        30        40    
PAT___                  LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
            50        60        70        80                        
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                        
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (66-76:235-245) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (14-58:17-69) 
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                  10        20        30           40               
PAT___    LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
      50        60        70        80                     
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                     
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 46; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:29-43) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :..:  :  : : .:                
gi|624   MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQP 
                 10        20        30        40        50         
 
gi|624 QHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQ 
       60        70        80        90       100       110         
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (53-76:40-63) 
 
             30        40        50        60        70        80   
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP   
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (1-46:230-274) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     :: :..  : . ....    :.::.: .   
gi|111 LNSSGSGSYSGIVSGIEWATTNGMDVINMSLG-GASGSTAMKQAVDNAYAKGVVVVAAAG 
     200       210       220       230        240       250         
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
       :. :    ...:: :.                                             
gi|111 NSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTY 
      260       270       280       290       300       310         
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN            
             130       140       150       160            
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN            
             130       140       150       160            
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 71.9  bits: 20.2 E():   49 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (2-52:255-310) 
 
                                            10             20       
PAT___                              LGLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
         30        40        50        60        70        80       
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP       
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 71.9  bits: 16.6 E():   50 
Smith-Waterman score: 37; 36.8% identity (57.9% similar) in 19 aa overlap (61-79:5-23) 
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
                                     :  : ..:.:: .  :  :            
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (71-77:233-239) 
 
               50        60        70        80                
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.4  bits: 20.8 E():   53 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (53-74:707-729) 
 
             30        40        50        60         70        80  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPVRP  
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (20-34:11-25) 
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               10        20        30        40        50        60 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                          : .:..:.:: ..:.                           
gi|300          MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMA 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ DVGFWQRDFELPAPPRPVRP                                         
                                                                    
gi|300 TTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKY 
              60        70        80        90       100       110  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (20-34:11-25) 
 
               10        20        30        40        50        60 
PAT___ LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWH 
                          : .:..:.:: ..:.                           
gi|300          MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMA 
                        10        20        30        40        50  
 
               70        80                                         
PAT___ DVGFWQRDFELPAPPRPVRP                                         
                                                                    
gi|300 TTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKY 
              60        70        80        90       100       110  
 
>>gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Major   (174 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.3  bits: 18.5 E():   53 
Smith-Waterman score: 43; 33.3% identity (45.8% similar) in 24 aa overlap (57-80:33-55) 
 
         30        40        50        60        70        80       
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP       
                                     : :. .     : :.:  :  : :       
gi|312 TLLLTIGFSLIAILQAQDTPALGKDTVAVSGKWY-LKAMTADQEVPEKPDSVTPMILKAQ 
             10        20        30         40        50        60  
 
gi|312 KGGNLEAKITMLTNGQCQNITVVLHKTSEPGKYTAYEGQRVVFIQPSPVRDHYILYCEGE 
              70        80        90       100       110       120  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (14-58:17-69) 
 
                  10        20        30           40               
PAT___    LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
      50        60        70        80                     
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                     
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (16-46:35-67) 
 
                              10        20           30        40   
PAT___                LGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             50        60        70        80            
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
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            70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (16-46:35-67) 
 
                              10        20           30        40   
PAT___                LGLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
             50        60        70        80            
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (46-65:154-185) 
 
          20        30        40        50                    60    
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
            70        80                      
PAT___ FWQRDFELPAPPRPVRP                      
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (2-40:35-72) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (5-39:130-170) 
 
                                         10              20         
PAT___                           LGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
       30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
       : .:  : : .                                          
gi|292 LHKDQIVVLSDDDRCQGSRD                                 
     160       170                                          
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (14-32:44-62) 
 
                                10        20        30        40    

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3255



 

 

PAT___                  LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
            50        60        70        80                        
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                        
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.0  bits: 20.2 E():   56 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (11-34:104-126) 
 
                                   10        20        30        40 
PAT___                     LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
               50        60        70        80                     
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                     
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 34.4% identity (71.9% similar) in 32 aa overlap (2-32:32-62) 
 
                                            10        20         30 
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGL-P 
                                     : ..:   .:.....: :::...:  :. : 
gi|109 DLGYGPATPAAPAAGYTPATPAAPAGADAAGKATTEEQKLIEKINA-GFKAALAGAGVQP 
              10        20        30        40         50        60 
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        :                                                           
gi|109 ADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPE 
               70        80        90       100       110       120 
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (70-78:92-100) 
 
      40        50        60        70        80                    
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                    
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
             130       140       150  
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (2-53:68-119) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
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>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (17-45:203-231) 
 
                             10        20        30        40       
PAT___               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
         50        60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                           
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.3  bits: 20.2 E():   61 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (29-65:202-237) 
 
                 10        20        30        40        50         
PAT___   LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
       60        70        80                                       
PAT___ WHDVGFWQRDFELPAPPRPVRP                                       
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (17-45:203-231) 
 
                             10        20        30        40       
PAT___               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
         50        60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                           
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:91-116) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN            
              130       140       150                     
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
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                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN            
             130       140       150       160            
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN            
             130       140       150       160            
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN            
             130       140       150       160            
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN            
             130       140       150       160            
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
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gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN            
             130       140       150       160            
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN            
             130       140       150       160            
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (3-26:92-117) 
 
                                             10        20        30 
PAT___                             LGLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                                          
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN            
             130       140       150       160            
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:74-88) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :..:  :  : : .:                
gi|170 FSQQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQLFPQSQQPQQQFSQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQ 
           110       120       130       140       150       160    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (12-61:87-132) 
 
                                  10        20        30        40  
PAT___                    LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
              50        60        70        80                      
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                      
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 9 aa overlap (72-80:23-31) 
 
              50        60        70        80                      
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                      
                                     :.:: :  :                      
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gi|249         MAVQKYTMALFLAVALVAGPAAPTPPTPRTPPLLPPPRARDKATLTSRSVED 
                       10        20        30        40        50   
 
gi|249 INAASRRPWWASVPPADKFKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAE 
             60        70        80        90       100       110   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (66-80:65-79) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :  .  : : :: .:                
gi|130 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPI 
           40        50        60        70        80        90     
 
gi|130 SQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLW 
          100       110       120       130       140       150     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (66-80:85-99) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :  .  : : :: .:                
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (2-53:92-143) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 44; 17.7% identity (45.6% similar) in 79 aa overlap (2-76:91-169) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     ...:  :. : .   . :.  .            
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.0 E():   66 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (58-74:2-18) 
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        30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     : .:   :.  .  : :       
gi|244                              IGNEDCTPWMSTLITPLP       
                                            10               
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 44; 20.0% identity (42.5% similar) in 80 aa overlap (2-77:97-176) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
              40        50            60        70        80        
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRP        
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
gi|249 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTGPFTVRYTTEG 
        190       200       210       220       230       240       
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (66-80:85-99) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :  .  : : :: .:                
gi|170 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (66-80:85-99) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :  .  : : :: .:                
gi|217 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|217 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (66-80:85-99) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :  .  : : :: .:                
gi|473 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|473 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (43-64:147-168) 
 
             20        30        40        50        60        70   
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
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gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
             80                                                     
PAT___ APPRPVRP                                                     
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (29-70:390-431) 
 
                 10        20        30        40        50         
PAT___   LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
       60        70        80                                 
PAT___ WHDVGFWQRDFELPAPPRPVRP                                 
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 44; 55.6% identity (66.7% similar) in 9 aa overlap (72-80:92-100) 
 
              50        60        70        80                      
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                      
                                     :.:::   :                      
gi|249 GRQRLASRQPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAY 
              70        80        90       100       110       120  
 
gi|249 KAAEAHPRGQVRRLRHCPHRSLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAA 
             130       140       150       160       170       180  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 48; 20.8% identity (64.6% similar) in 48 aa overlap (8-52:84-130) 
 
                                      10        20           30     
PAT___                        LGLGSTLYTHLLKSMEAQGFKSV---VAVIGLPNDPS 
                                     :: .  .. :. :.:.   . ... :.  : 
gi|281 IKEVTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGS 
            60        70        80        90       100       110    
 
           40        50        60        70        80  
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP  
       .  .... ::..:  ...                              
gi|281 ICKNRSI-YTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
           120        130       140       150          
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (39-51:106-118) 
 
       10        20        30        40        50        60         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
       70        80               
PAT___ FELPAPPRPVRP               
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (2-33:238-268) 
 
                                            10        20        30  
PAT___                              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
              40        50        60        70        80            
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP            
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 44; 22.2% identity (55.6% similar) in 45 aa overlap (1-45:226-270) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     ::.: ..  :::  ...   . . .   .: 
gi|510 PADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVFDGGKSQPACSWYDVP 
         200       210       220       230       240       250      
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
        . :  .  : :...                                              
gi|510 CSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSNIPAYPTSDTTNCVVL 
         260       270       280       290       300       310      
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (5-39:128-168) 
 
                                         10              20         
PAT___                           LGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
       30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
       : .:  : : .                                          
gi|292 LHKDQIVVLSDDDRCQGSRD                                 
       160       170                                        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:55-69) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :..:  :  : : .:                
gi|106 FSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQT 
           30        40        50        60        70        80     
 
gi|106 QQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQ 
           90       100       110       120       130       140     
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 60; 29.8% identity (63.2% similar) in 57 aa overlap (1-54:184-238) 
 
                                             10        20        30 
PAT___                               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLP 
                                     : .:: .: :: ::.  . . . .. .:   
gi|370 VLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDE 
           160       170       180       190        200       210   
 
                  40        50        60        70        80        
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PAT___ ND--PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP        
       .   :...  .:::   . ....::::                                  
gi|370 GGVAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKS 
            220       230        240       250       260       270  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.5  bits: 15.6 E():   86 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (62-73:15-26) 
 
              40        50        60        70        80     
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP     
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (5-39:131-171) 
 
                                         10              20         
PAT___                           LGLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
       30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
       : .:  : : .                                          
gi|312 LHKDQIVVLSDDDRCQGSRD                                 
              170       180                                 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.4  bits: 20.8 E():   87 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (18-55:160-196) 
 
                            10        20        30        40        
PAT___              LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
        50        60        70        80                            
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                            
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:118-134) 
 
                             10        20        30        40       
PAT___               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
         50        60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                           
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:74-88) 
 
          40        50        60        70        80                
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                
                                     :..:  :  : : .:                
gi|170 FSQQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQT 
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            50        60        70        80        90       100    
 
gi|170 QQPQQPFPQSKQPQQPFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLV 
           110       120       130       140       150       160    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.5 E():   92 
Smith-Waterman score: 43; 33.3% identity (46.7% similar) in 15 aa overlap (65-79:249-263) 
 
           40        50        60        70        80               
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP               
                                     :.. :  : :    :                
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (4-58:204-261) 
 
                                          10           20        30 
PAT___                            LGLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
               40        50        60        70        80           
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP           
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (39-62:66-87) 
 
       10        20        30        40        50        60         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
       70        80                                                 
PAT___ FELPAPPRPVRP                                                 
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (39-62:66-87) 
 
       10        20        30        40        50        60         
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
       70        80                                                 
PAT___ FELPAPPRPVRP                                                 
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (57-67:99-109) 
 
         30        40        50        60        70        80       
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PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP       
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (27-47:90-112) 
 
                   10        20        30        40          50     
PAT___     LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
           60        70        80                                   
PAT___ KHGGWHDVGFWQRDFELPAPPRPVRP                                   
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:154-170) 
 
                             10        20        30        40       
PAT___               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         50        60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                           
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:154-170) 
 
                             10        20        30        40       
PAT___               LGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
         50        60        70        80                           
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP                           
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:53 2011 done: Wed Jan 19 14:40:53 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>PAT___: 101  - 180 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    10     8:==*= 
  34    46    22:=======*======== 
  36    57    44:==============*==== 
  38    57    73:===================     * 
  40    90   102:==============================   * 
  42   115   125:=======================================  * 
  44   111   138:=====================================        * 
  46   131   140:============================================  * 
  48   139   134:============================================*== 
  50   113   122:======================================  * 
  52   121   108:===================================*===== 
  54    96    92:==============================*= 
  56    62    77:=====================    * 
  58    76    63:====================*===== 
  60    61    51:================*==== 
  62    20    41:=======      * 
  64    24    33:========  * 
  66    27    26:========* 
  68    18    20:======* 
  70    29    16:=====*==== 
  72    15    12:===*= 
  74    17    10:===*== 
  76     7     8:==* 
  78     7     6:=*= 
  80     9     5:=*= 
  82    10     3:*=== 
  84     0     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     1     0:=         *= 
 118     3     0:=         *=== 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.41460.00323; mu= 8.3511 0.165 
 mean_var=31.7213 7.908, 0's: 2 Z-trim: 7  B-trim: 127 in 1/43 
 Lambda= 0.227719 
 Kolmogorov-Smirnov  statistic: 0.0279 (N=27) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   71 27.7    0.13 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   71 27.7    0.15 
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gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   71 27.7    0.15 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   70 27.4    0.19 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   66 26.1    0.21 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   66 26.1    0.43 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   66 26.1    0.45 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   66 26.1    0.46 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   64 25.4    0.73 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   64 25.4    0.73 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   63 25.1     0.9 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.1     1.8 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   59 23.8     2.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.1     7.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.4     7.9 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.1       8 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.1       8 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.4      12 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.4      12 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   51 21.1      13 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   51 21.1      13 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   51 21.1      14 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   51 21.1      14 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   51 21.1      14 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   51 21.1      14 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   51 21.1      14 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.7      14 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   50 20.8      17 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   48 20.1      17 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   48 20.1      17 
gi|459292|gb|AAB29137.1| beta-casein A3 [Bos tauru ( 224)   49 20.5      18 
gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]  ( 224)   49 20.5      18 
gi|162797|gb|AAA30430.1| beta-casein precursor [Bo ( 224)   49 20.5      18 
gi|162931|gb|AAA30480.1| beta-casein precursor [Bo ( 224)   49 20.5      18 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   51 21.1      19 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   50 20.8      19 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   50 20.8      19 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.1      20 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.1      20 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.1      20 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   50 20.8      20 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   49 20.5      21 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.4      22 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   50 20.8      26 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   50 20.8      26 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 20.1      27 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.8      28 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 20.8      29 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   47 19.8      31 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.5      32 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.2      32 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   48 20.1      32 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   48 20.1      32 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   48 20.1      32 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.1      33 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   47 19.8      34 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   47 19.8      34 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   48 20.1      34 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.5      36 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 19.8      36 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 18.8      37 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.5      37 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   44 18.8      39 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.8      39 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.5      40 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.8      40 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.8      40 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.5      41 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   46 19.5      42 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.2      44 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.5      44 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.2      44 
gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Ma ( 174)   44 18.8      44 
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gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.2      44 
gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A ( 282)   46 19.5      45 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.5      46 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.5      47 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   46 19.5      48 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   48 20.1      50 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.5      51 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.5      51 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.2      52 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   37 16.5      52 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 20.8      54 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.2      55 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.2      55 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.8      55 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 17.8      56 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 17.8      56 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 18.8      56 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.2      56 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.5      57 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.1      57 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.8      57 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.2      57 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.2      60 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   46 19.5      60 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 18.8      60 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.2      61 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.1      62 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.2      62 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      63 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   44 18.8      63 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.8      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   45 19.2      64 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.8      65 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   44 18.8      66 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   44 18.8      66 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.8      67 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 18.8      68 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 14.9      69 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.8      72 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.8      72 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.8      72 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.5      75 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.5      75 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   44 18.8      77 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.8      79 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.5      79 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 17.8      80 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 17.8      87 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   43 18.5      87 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.1      87 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      88 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 17.8      89 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.6      89 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      90 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   43 18.5      91 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   43 18.5      94 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 18.8      94 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      99 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      99 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 118.1  bits: 27.7 E(): 0.13 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (1-77:69-149) 
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                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|114 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
       40        50        60        70        80        90         
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|114 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
      100       110       120       130       140       150         
 
gi|114 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
      160       170       180       190       200       210         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 117.4  bits: 27.7 E(): 0.15 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (1-77:93-173) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|141 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|141 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|141 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  50 init1:  50 opt:  71  Z-score: 117.4  bits: 27.7 E(): 0.15 
Smith-Waterman score: 71; 25.9% identity (45.7% similar) in 81 aa overlap (1-77:93-173) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNY 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  49 init1:  49 opt:  70  Z-score: 115.6  bits: 27.4 E(): 0.19 
Smith-Waterman score: 70; 25.9% identity (45.7% similar) in 81 aa overlap (1-77:93-173) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::   ..  .. : .:   .: .  .   
gi|286 GGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNY 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :.:   :     .: :  :: : .   . ::  . :          
gi|286 EPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNP 
            130       140       150       160       170       180   
 
gi|286 NYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSES 
            190       200       210       220       230       240   
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>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  63 init1:  63 opt:  66  Z-score: 114.6  bits: 26.1 E(): 0.21 
Smith-Waterman score: 66; 36.4% identity (63.6% similar) in 33 aa overlap (1-32:25-57) 
 
                                       10        20         30      
PAT___                         GLGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                               :::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.0  bits: 26.1 E(): 0.43 
Smith-Waterman score: 66; 28.8% identity (50.0% similar) in 52 aa overlap (1-52:82-133) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  : .: .:   :: .  .   
gi|898 GGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNY 
              60        70        80        90       100       110  
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :. :: :..   :                                       
gi|898 EPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNY 
             120       130       140       150       160       170  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.7  bits: 26.1 E(): 0.45 
Smith-Waterman score: 66; 28.8% identity (50.0% similar) in 52 aa overlap (1-52:93-144) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  : .: .:   :: .  .   
gi|898 GGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNY 
             70        80        90       100       110       120   
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :. :: :..   :                                       
gi|898 EPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPNY 
            130       140       150       160       170       180   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.5  bits: 26.1 E(): 0.46 
Smith-Waterman score: 66; 28.8% identity (50.0% similar) in 52 aa overlap (1-52:100-151) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  : .: .:   :: .  .   
gi|115 GGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNY 
      70        80        90       100       110       120          
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :. :: :..   :                                       
gi|115 EPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNY 
     130       140       150       160       170       180          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 105.0  bits: 25.4 E(): 0.73 
Smith-Waterman score: 64; 28.8% identity (48.1% similar) in 52 aa overlap (1-52:99-150) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3271



 

 

                                     : :: .  .  :  : .:   :: .  .   
gi|105 GGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNY 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :. :: :..   :                                       
gi|105 EPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNY 
      130       140       150       160       170       180         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 105.0  bits: 25.4 E(): 0.73 
Smith-Waterman score: 64; 28.8% identity (48.1% similar) in 52 aa overlap (1-52:99-150) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :  : .:   :: .  .   
gi|115 GGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNY 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :. :: :..   :                                       
gi|115 EPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNY 
      130       140       150       160       170       180         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  63  Z-score: 103.3  bits: 25.1 E():  0.9 
Smith-Waterman score: 63; 28.8% identity (64.4% similar) in 59 aa overlap (1-57:17-74) 
 
                               10        20          30        40   
PAT___                 GLGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                       : ..:   .::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
             50        60        70        80                       
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                       
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 97.9  bits: 24.1 E():  1.8 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (3-66:98-164) 
 
                                           10        20         30  
PAT___                             GLGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
               40         50        60        70        80          
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV          
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 95.2  bits: 23.8 E():  2.5 
Smith-Waterman score: 59; 28.8% identity (64.4% similar) in 59 aa overlap (1-57:50-107) 
 
                                             10        20           
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGL-- 
                                     : ..:   .::....: :::..::. .    
gi|441 PAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLLEDVNA-GFKAAVAAAANAP 
      20        30        40        50        60         70         
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       30        40        50        60        70        80         
PAT___ PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV         
       : :    .. :.. ...: : ... :  :                                
gi|441 PADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTA 
       80        90       100       110       120       130         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 86.4  bits: 21.1 E():  7.9 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (19-50:70-105) 
 
                           10        20         30         40       
PAT___             GLGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
           50        60        70        80                 
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                 
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (18-58:67-113) 
 
                            10        20        30               40 
PAT___              GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
               50        60        70        80                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                     
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.3  bits: 21.1 E():    8 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (38-71:105-136) 
 
        10        20        30        40        50        60        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
        70        80         
PAT___ FELPAPPRPVRPV         
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.3  bits: 21.1 E():    8 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (38-71:105-136) 
 
        10        20        30        40        50        60        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
        70        80         
PAT___ FELPAPPRPVRPV         
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
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 initn:  55 init1:  55 opt:  55  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (11-35:144-168) 
 
                                   10        20        30        40 
PAT___                     GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
               50        60        70        80                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                     
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (11-35:144-168) 
 
                                   10        20        30        40 
PAT___                     GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
               50        60        70        80                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                     
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.8  bits: 21.1 E():   13 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (1-52:68-119) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (1-76:80-159) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
     170       180       190       200       210       220          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 21.1 E():   14 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (1-52:91-142) 
 
                                             10        20        30 
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PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 51; 25.0% identity (44.2% similar) in 52 aa overlap (1-52:91-142) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (1-76:91-170) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|168 NYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 51; 20.0% identity (43.8% similar) in 80 aa overlap (1-76:91-170) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|126 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 51; 20.3% identity (45.6% similar) in 79 aa overlap (1-75:91-169) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
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                                     : :: .  .  :    .   ... :  . . 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     ...:  :. : .   . ::  .            
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 81.8  bits: 23.7 E():   14 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (10-61:481-539) 
 
                                    10        20        30          
PAT___                      GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
             40        50        60        70        80             
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV             
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 80.3  bits: 20.8 E():   17 
Smith-Waterman score: 50; 20.0% identity (43.8% similar) in 80 aa overlap (1-76:91-170) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .:..    . 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
gi|752 NYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (70-79:105-114) 
 
      40        50        60        70        80                    
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                    
                                     ::.: .:: :                     
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (70-79:105-114) 
 
      40        50        60        70        80                    
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                    
                                     ::.: .:: :                     
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
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gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|459292|gb|AAB29137.1| beta-casein A3 [Bos taurus]    (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (69-79:123-133) 
 
       40        50        60        70        80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                   
                                     :.: :  ::.:                    
gi|459 TQTPVVVPPFLQPEVMGVSKVKEAMAPKQKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|459 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]       (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (69-79:123-133) 
 
       40        50        60        70        80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                   
                                     :.: :  ::.:                    
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162797|gb|AAA30430.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (69-79:123-133) 
 
       40        50        60        70        80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                   
                                     :.: :  ::.:                    
gi|162 TQTPVVVPPFLQPEVLGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPP 
            100       110       120       130       140       150   
 
gi|162 LLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPV 
            160       170       180       190       200       210   
 
>>gi|162931|gb|AAA30480.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 49; 54.5% identity (72.7% similar) in 11 aa overlap (69-79:123-133) 
 
       40        50        60        70        80                   
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                   
                                     :.: :  ::.:                    
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.6  bits: 21.1 E():   19 
Smith-Waterman score: 51; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:60-74) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :. :  :  : :..:                
gi|208 PYPQQPYPSQQPYPSQQPFPTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPF 
      30        40        50        60        70        80          
 
gi|208 PQPQQPFPWQPQQPFPQTQQSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQP 
      90       100       110       120       130       140          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (69-79:85-96) 
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       40        50        60        70         80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPV                  
                                     .:: : :.: ::                   
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQVLQESTYQLVQQLCC 
          120       130       140       150       160       170     
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (69-79:92-103) 
 
       40        50        60        70         80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPV                  
                                     .:: : :.: ::                   
gi|170 PYPQQQPFPSQQPYMQLQPFPQPQLPYPQPQLPYPQPQPFRPQQSYPQPQPQYSQPQQPI 
              70        80        90       100       110       120  
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQSTYQLVQQFCC 
             130       140       150       160       170       180  
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (54-70:48-65) 
 
            30        40        50         60        70        80   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPV   
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (54-70:48-65) 
 
            30        40        50         60        70        80   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPV   
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (54-70:48-65) 
 
            30        40        50         60        70        80   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPV   
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (69-79:99-110) 
 
       40        50        60        70         80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPV                  
                                     .:: : :.: ::                   
gi|216 FPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQPQYSQPQQPI 
       70        80        90       100       110       120         
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gi|216 SQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAYGSSQVLQQSTYQL 
      130       140       150       160       170       180         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 49; 22.7% identity (42.7% similar) in 75 aa overlap (1-71:91-165) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|386 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 60; 27.0% identity (55.4% similar) in 74 aa overlap (1-67:84-155) 
 
                                             10        20           
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIG-LP 
                                     :::. .:  : ....  :  :...  : .  
gi|289 SELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHFH 
            60        70        80        90       100         110  
 
      30          40            50        60        70        80    
PAT___ ND--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV    
       .:   .:: :  . :  :     :...:  :.. :  . . .::                 
gi|289 EDVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASEG 
             120       130       140       150       160       170  
 
gi|289 GEGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAKK 
             180       190       200       210       220       230  
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (1-70:229-301) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|833 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
 
                   40        50        60        70        80       
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV       
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|833 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|833 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 50; 25.7% identity (45.9% similar) in 74 aa overlap (1-70:229-301) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :. :   :. :     .:...: : ::  . 
gi|212 LFEKPIEIDSIFEKDEMIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWH 
      200       210       220       230       240       250         
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                   40        50        60        70        80       
PAT___ DPSVRLHEA----LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV       
          :.   :    .::  : .     .. :   : :  . ::..                 
gi|212 PSHVQWTVARAGQMGYHHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGE 
       260       270       280       290       300       310        
 
gi|212 VKNDYIMVKGSVPGVKKRVMTLRKTLYPQTSRRATEKVELKWIDTSSKFGHGAFQTPEEK 
       320       330       340       350       360       370        
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 48; 20.0% identity (42.5% similar) in 80 aa overlap (1-76:93-172) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
gi|117 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
            190       200       210       220       230       240   
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.5  bits: 21.8 E():   28 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (52-66:656-670) 
 
              30        40        50        60        70        80  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV  
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.8 E():   29 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (63-75:400-412) 
 
             40        50        60        70        80             
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV             
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.6  bits: 19.8 E():   31 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (1-52:69-120) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 75.4  bits: 17.5 E():   32 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (53-58:45-50) 
 
             30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                     :..:::                       
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                      
           20        30        40        50                       
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (2-54:92-138) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
          : ..: : ::   .. .  : :                           
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN     
          120        130       140       150       160     
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (47-78:6-37) 
 
         20        30        40        50        60        70       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
         80                                                         
PAT___ VRPV                                                         
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (47-78:6-37) 
 
         20        30        40        50        60        70       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
         80                                                         
PAT___ VRPV                                                         
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (47-78:6-37) 
 
         20        30        40        50        60        70       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
         80                                                         
PAT___ VRPV                                                         
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
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          40        50        60        70        80        90      
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 75.1  bits: 21.1 E():   33 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (54-76:88-111) 
 
            30        40        50         60        70        80   
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPV   
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 47; 25.0% identity (44.2% similar) in 52 aa overlap (1-52:91-142) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   :: .    . 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 47; 25.4% identity (44.8% similar) in 67 aa overlap (1-63:92-157) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ::  :    .. : .:   .: .  .   
gi|168 GGACGIKNVNLPPYNGFTACGNPPIFKDGKGCGSC-YEIRCNKPECSGQPVTVFITDMNY 
              70        80        90        100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     .: :  :. :                        
gi|168 EPIAPYHFDLSGKAFGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|168 NYLAMLVKFVADDGDIVLMELKEKSSDWKPMKLSWGAIWRMDTPKALVPPFSIRLTSESG 
              190       200       210       220       230       240 
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (47-78:27-58) 
 
         20        30        40        50        60        70       
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
         80                                                         
PAT___ VRPV                                                         
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (50-66:16-32) 
 
      20        30        40        50        60        70          
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PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
      80                                                            
PAT___ V                                                            
                                                                    
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (1-52:29-80) 
 
                                           10        20         30  
PAT___                             GLGSTLYTHLLKSMEAQGFKSVVAVI-GLPND 
                                   : ..:   .:.....: :::...:.  :.:   
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVPPA 
               10        20        30        40         50          
 
              40        50        60        70        80            
PAT___ PSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV            
        . :   :   .: .   : :                                        
gi|295 DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEA 
      60        70        80        90       100       110          
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 44; 21.4% identity (75.0% similar) in 28 aa overlap (4-31:8-35) 
 
                   10        20        30        40        50       
PAT___     GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
              ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
         60        70        80                                     
PAT___ GWHDVGFWQRDFELPAPPRPVRPV                                     
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (12-40:271-299) 
 
                                  10        20        30        40  
PAT___                    GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
              50        60        70        80                      
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                      
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 58; 29.8% identity (68.1% similar) in 47 aa overlap (1-46:79-124) 
 
                                             10        20           
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVA-VIGLP 
                                     ::: : :: .  .. ..:..:::   . .: 
gi|186 GGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFVVVP 
       50        60        70        80         90       100        
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
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       .: .  ....  :...:                                   
gi|186 TDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN     
       110       120       130       140       150         
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 20.8 E():   39 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (28-64:202-237) 
 
                  10        20        30        40        50        
PAT___    GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
        60        70        80                                      
PAT___ WHDVGFWQRDFELPAPPRPVRPV                                      
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.6  bits: 19.5 E():   40 
Smith-Waterman score: 46; 20.0% identity (42.5% similar) in 80 aa overlap (1-76:76-155) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
gi|116 NYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEG 
         170       180       190       200       210       220      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 47; 28.3% identity (58.5% similar) in 53 aa overlap (1-52:57-108) 
 
                                             10        20           
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVI-GLP 
                                     : ..:   .:.....: :::...:.  :.: 
gi|330 DLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA-GFKAALAAAAGVP 
         30        40        50        60        70         80      
 
      30        40        50        60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV          
          . :   :   .: .   : :                                      
gi|330 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
          90       100       110       120       130       140      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 34.6% identity (65.4% similar) in 26 aa overlap (1-26:50-75) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :.:..  .:: .. :   .:. : ::     
gi|144 YQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQKVDVIDKAG 
      20        30        40        50        60        70          
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
                                                                    
gi|144 LAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEK 
      80        90       100       110       120       130          
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>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (12-40:270-298) 
 
                                  10        20        30        40  
PAT___                    GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
              50        60        70        80                      
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                      
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 46; 21.3% identity (42.7% similar) in 75 aa overlap (1-71:91-165) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   : :                
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|409 NYLALLVKYVTGDGDVVAVDIKEKGKDKWIELKESWGSIWRVDTPDKLTGPFTVRYTTEG 
              190       200       210       220       230       240 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.2 E():   44 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (13-34:98-119) 
 
                                 10        20        30        40   
PAT___                   GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
             50        60        70        80                       
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                       
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (65-75:235-245) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.2 E():   44 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (13-34:99-120) 
 
                                 10        20        30        40   
PAT___                   GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
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gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
             50        60        70        80                       
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                       
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Major   (174 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.9  bits: 18.8 E():   44 
Smith-Waterman score: 44; 32.0% identity (48.0% similar) in 25 aa overlap (56-80:33-56) 
 
          30        40        50        60        70        80      
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV      
                                     : :. .     : :.:  :  : :.      
gi|312 TLLLTIGFSLIAILQAQDTPALGKDTVAVSGKWY-LKAMTADQEVPEKPDSVTPMILKAQ 
             10        20        30         40        50        60  
 
gi|312 KGGNLEAKITMLTNGQCQNITVVLHKTSEPGKYTAYEGQRVVFIQPSPVRDHYILYCEGE 
              70        80        90       100       110       120  
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (13-57:17-69) 
 
                   10        20        30           40              
PAT___     GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
       50        60        70        80                    
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                    
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A-III  (282 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 46; 33.3% identity (61.1% similar) in 18 aa overlap (65-80:97-114) 
 
           40        50        60        70          80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPV             
                                     :. .  : :  :.: .:.             
gi|170 QQPFPSQQPYPQPQPFPPQLPYPQTQPFPPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
         70        80        90       100       110       120       
 
gi|170 QTLQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSSYQQLQQLCCQQLFQIPEQSRCQAI 
        130       140       150       160       170       180       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 46; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:29-43) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :..:  :  : : .:                
gi|624   MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQP 
                 10        20        30        40        50         
 
gi|624 QHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQ 
       60        70        80        90       100       110         
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (52-75:40-63) 
 
              30        40        50        60        70        80  
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV  
                                     ::. :.:  .. .. .:.  :  :       
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gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 46; 33.3% identity (61.1% similar) in 18 aa overlap (65-80:102-119) 
 
           40        50        60        70          80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPV             
                                     :. .  : :  :.: .:.             
gi|217 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|217 QQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 71.8  bits: 20.1 E():   50 
Smith-Waterman score: 48; 28.6% identity (58.9% similar) in 56 aa overlap (1-51:255-310) 
 
                                             10             20      
PAT___                               GLGSTLYTHLLKSMEAQ-----GFKSVVAV 
                                     :.  .. .:: :  .:.     :::. ::  
gi|214 RKYGVAKKANLYAVKVLRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVAN 
          230       240       250       260       270       280     
 
          30        40        50        60        70        80      
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV      
       ..: .  :  :. :..  ... :. :                                   
gi|214 MSLGGGKSRTLEAAVNAGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERA 
          290       300       310       320       330       340     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN             
             130       140       150       160             
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN             
             130       140       150       160             
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (70-76:233-239) 
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      40        50        60        70        80               
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 71.6  bits: 16.5 E():   52 
Smith-Waterman score: 37; 36.8% identity (57.9% similar) in 19 aa overlap (60-78:5-23) 
 
      30        40        50        60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV          
                                     :  : ..:.:: .  :  :            
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (52-73:707-729) 
 
              30        40        50        60         70        80 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPVRPV 
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (19-33:11-25) 
 
               10        20        30        40        50        60 
PAT___ GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
                         : .:..:.:: ..:.                            
gi|300         MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMAT 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ VGFWQRDFELPAPPRPVRPV                                         
                                                                    
gi|300 TANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYE 
             60        70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (19-33:11-25) 
 
               10        20        30        40        50        60 
PAT___ GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 
                         : .:..:.:: ..:.                            
gi|300         MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMAT 
                       10        20        30        40        50   
 
               70        80                                         
PAT___ VGFWQRDFELPAPPRPVRPV                                         
                                                                    
gi|300 TANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYE 
             60        70        80        90       100       110   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (13-57:17-69) 
 
                   10        20        30           40              
PAT___     GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
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gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                    
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.0  bits: 17.8 E():   56 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (15-45:35-67) 
 
                               10        20           30        40  
PAT___                 GLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              50        60        70        80           
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.0  bits: 17.8 E():   56 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (15-45:35-67) 
 
                               10        20           30        40  
PAT___                 GLGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
              50        60        70        80           
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (45-64:154-185) 
 
           20        30        40        50                    60   
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
             70        80                     
PAT___ FWQRDFELPAPPRPVRPV                     
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 45; 28.2% identity (64.1% similar) in 39 aa overlap (1-39:35-72) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : ..:   .:...... :::..::.   :  
gi|481 RRGPRGGPGRSYTADAGYAPATPAAAGAAAGKATTEEQKLIEDINV-GFKAAVAARQRPA 
           10        20        30        40        50         60    
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
         . .  ::                                                    
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
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            70        80        90       100       110       120    
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.5 E():   57 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (4-38:130-170) 
 
                                          10              20        
PAT___                            GLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
        30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
       : .:  : : .                                           
gi|292 LHKDQIVVLSDDDRCQGSRD                                  
     160       170                                           
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (10-33:104-126) 
 
                                    10        20        30          
PAT___                      GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
      40        50        60        70        80                    
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                    
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (13-31:44-62) 
 
                                 10        20        30        40   
PAT___                   GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
             50        60        70        80                       
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                       
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 34.4% identity (71.9% similar) in 32 aa overlap (1-31:32-62) 
 
                                             10        20           
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGL-P 
                                     : ..:   .:.....: :::...:  :. : 
gi|109 DLGYGPATPAAPAAGYTPATPAAPAGADAAGKATTEEQKLIEKINA-GFKAALAGAGVQP 
              10        20        30        40         50        60 
 
      30        40        50        60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV          
        :                                                           
gi|109 ADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPE 
               70        80        90       100       110       120 
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (69-77:92-100) 
 
       40        50        60        70        80                   
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PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                   
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
             130       140       150  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (3-45:232-274) 
 
                                           10        20        30   
PAT___                             GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :..  : . ....    :.::.: .  :.  
gi|111 SSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSG 
             210       220       230       240       250       260  
 
             40        50        60        70        80             
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV             
       :    ...:: :.                                                
gi|111 SSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATL 
             270       280       290       300       310       320  
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.8 E():   60 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (1-52:68-119) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (16-44:203-231) 
 
                              10        20        30        40      
PAT___                GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
          50        60        70        80                          
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                          
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.2  bits: 20.1 E():   62 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (28-64:202-237) 
 
                  10        20        30        40        50        
PAT___    GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
        60        70        80                                      
PAT___ WHDVGFWQRDFELPAPPRPVRPV                                      
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
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>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (16-44:203-231) 
 
                              10        20        30        40      
PAT___                GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
          50        60        70        80                          
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                          
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:91-116) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN             
              130       140       150                      
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:74-88) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :..:  :  : : .:                
gi|170 FSQQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQLFPQSQQPQQQFSQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQ 
           110       120       130       140       150       160    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (11-60:87-132) 
 
                                   10        20        30        40 
PAT___                     GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
               50        60        70        80                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                     
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN             
             130       140       150       160             
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN             
             130       140       150       160             
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN             
             130       140       150       160             
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN             
             130       140       150       160             
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN             
             130       140       150       160             
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>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN             
             130       140       150       160             
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (2-25:92-117) 
 
                                              10        20          
PAT___                              GLGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                                           
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN             
             130       140       150       160             
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 9 aa overlap (71-79:23-31) 
 
               50        60        70        80                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                     
                                     :.:: :  :                      
gi|249         MAVQKYTMALFLAVALVAGPAAPTPPTPRTPPLLPPPRARDKATLTSRSVED 
                       10        20        30        40        50   
 
gi|249 INAASRRPWWASVPPADKFKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAE 
             60        70        80        90       100       110   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (65-79:65-79) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :  .  : : :: .:                
gi|130 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPI 
           40        50        60        70        80        90     
 
gi|130 SQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLW 
          100       110       120       130       140       150     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (65-79:85-99) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :  .  : : :: .:                
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
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>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 44; 23.1% identity (44.2% similar) in 52 aa overlap (1-52:92-143) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .: .  :  :.  : :..   :                                       
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 44; 17.7% identity (45.6% similar) in 79 aa overlap (1-75:91-169) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: . ..  :    .    .. .  . . 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     ...:  :. : .   . :.  .            
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 44; 20.0% identity (42.5% similar) in 80 aa overlap (1-76:97-176) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     : :: .  .  :    .:   .: .    . 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
               40        50            60        70        80       
PAT___ DPSVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPV       
       .: .  :  :.  : :..   :     . .:  .. : .   . :   .:           
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
gi|249 NYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTGPFTVRYTTEG 
        190       200       210       220       230       240       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.3  bits: 14.9 E():   69 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (57-73:2-18) 
 
         30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
                                     : .:   :.  .  : :        
gi|244                              IGNEDCTPWMSTLITPLP        
                                            10                
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (65-79:85-99) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :  .  : : :: .:                
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gi|170 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (65-79:85-99) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :  .  : : :: .:                
gi|217 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|217 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (65-79:85-99) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :  .  : : :: .:                
gi|473 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|473 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.5 E():   75 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (42-63:147-168) 
 
              20        30        40        50        60        70  
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
              80                                                    
PAT___ APPRPVRPV                                                    
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (28-69:390-431) 
 
                  10        20        30        40        50        
PAT___    GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
        60        70        80                                
PAT___ WHDVGFWQRDFELPAPPRPVRPV                                
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 44; 55.6% identity (66.7% similar) in 9 aa overlap (71-79:92-100) 
 
               50        60        70        80                     
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                     
                                     :.:::   :                      
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gi|249 GRQRLASRQPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAY 
              70        80        90       100       110       120  
 
gi|249 KAAEAHPRGQVRRLRHCPHRSLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAA 
             130       140       150       160       170       180  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 48; 20.8% identity (64.6% similar) in 48 aa overlap (7-51:84-130) 
 
                                       10        20           30    
PAT___                         GLGSTLYTHLLKSMEAQGFKSV---VAVIGLPNDPS 
                                     :: .  .. :. :.:.   . ... :.  : 
gi|281 IKEVTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGS 
            60        70        80        90       100       110    
 
            40        50        60        70        80 
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
       .  .... ::..:  ...                              
gi|281 ICKNRSI-YTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
           120        130       140       150          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 46; 31.2% identity (65.6% similar) in 32 aa overlap (1-32:238-268) 
 
                                             10        20        30 
PAT___                               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPN 
                                     :..:. :: : . .: . .: .. :.   : 
gi|505 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFR-GN 
       210       220       230       240       250       260        
 
               40        50        60        70        80           
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV           
       .:                                                           
gi|505 NPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAW 
        270       280       290       300       310       320       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (38-50:106-118) 
 
        10        20        30        40        50        60        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
        70        80              
PAT___ FELPAPPRPVRPV              
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (4-38:128-168) 
 
                                          10              20        
PAT___                            GLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
        30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
       : .:  : : .                                           
gi|292 LHKDQIVVLSDDDRCQGSRD                                  
       160       170                                         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:55-69) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :..:  :  : : .:                
gi|106 FSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQT 
           30        40        50        60        70        80     
 
gi|106 QQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQ 
           90       100       110       120       130       140     
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.4  bits: 19.1 E():   87 
Smith-Waterman score: 58; 29.1% identity (63.6% similar) in 55 aa overlap (2-53:186-238) 
 
                                            10        20        30  
PAT___                              GLGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:: .: :: ::.  . . . .. .:  .  
gi|370 NGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDEGG 
         160       170       180       190        200       210     
 
                 40        50        60        70        80         
PAT___ --PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV         
         :...  .:::   . ....::::                                    
gi|370 VAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKW 
          220       230        240       250       260       270    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.4  bits: 20.8 E():   88 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (17-54:160-196) 
 
                             10        20        30        40       
PAT___               GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
         50        60        70        80                           
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                           
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.8 E():   89 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (4-38:131-171) 
 
                                          10              20        
PAT___                            GLGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
        30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV 
       : .:  : : .                                           
gi|312 LHKDQIVVLSDDDRCQGSRD                                  
              170       180                                  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.2  bits: 15.6 E():   89 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (61-72:15-26) 
 
               40        50        60        70        80    
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV    
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (16-32:118-134) 
 
                              10        20        30        40      
PAT___                GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
          50        60        70        80                          
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV                          
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:74-88) 
 
           40        50        60        70        80               
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV               
                                     :..:  :  : : .:                
gi|170 FSQQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQPFPQSKQPQQPFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLV 
           110       120       130       140       150       160    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 43; 33.3% identity (46.7% similar) in 15 aa overlap (64-78:249-263) 
 
            40        50        60        70        80              
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV              
                                     :.. :  : :    :                
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (3-57:204-261) 
 
                                           10           20          
PAT___                             GLGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
      30        40        50        60        70        80          
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV          
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (38-61:66-87) 
 
        10        20        30        40        50        60        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
        70        80                                                
PAT___ FELPAPPRPVRPV                                                
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3299



 

 

           100       110       120       130       140       150    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (38-61:66-87) 
 
        10        20        30        40        50        60        
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
        70        80                                                
PAT___ FELPAPPRPVRPV                                                
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:53 2011 done: Wed Jan 19 14:40:53 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 102  - 181 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    10     8:==*= 
  34    45    22:=======*======= 
  36    59    44:==============*===== 
  38    55    73:===================     * 
  40   100   102:=================================* 
  42   111   125:=====================================    * 
  44   108   138:====================================         * 
  46   129   140:===========================================   * 
  48   137   134:============================================*= 
  50   123   122:========================================* 
  52   116   108:===================================*=== 
  54   100    92:==============================*=== 
  56    52    77:==================       * 
  58    76    63:====================*===== 
  60    66    51:================*===== 
  62    29    41:==========   * 
  64    25    33:========= * 
  66    28    26:========*= 
  68    13    20:===== * 
  70    33    16:=====*===== 
  72    19    12:===*=== 
  74     9    10:===* 
  76     9     8:==* 
  78     2     6:=* 
  80     8     5:=*= 
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  82     1     3:* 
  84     2     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     4     0:==        *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.32100.00315; mu= 8.7887 0.161 
 mean_var=31.0478 7.683, 0's: 2 Z-trim: 3  B-trim: 130 in 1/43 
 Lambda= 0.230175 
 Kolmogorov-Smirnov  statistic: 0.0281 (N=29) at  36 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   65 25.9    0.48 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   65 25.9    0.53 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   65 25.9    0.53 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   64 25.5    0.66 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   58 23.5     1.2 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   60 24.2     1.6 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   60 24.2     1.6 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.2     1.7 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   60 24.2     1.7 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   58 23.5     2.6 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   58 23.5     2.6 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   58 23.5     2.6 
gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]  ( 224)   53 21.9     6.9 
gi|459292|gb|AAB29137.1| beta-casein A3 [Bos tauru ( 224)   53 21.9     6.9 
gi|162797|gb|AAA30430.1| beta-casein precursor [Bo ( 224)   53 21.9     6.9 
gi|162931|gb|AAA30480.1| beta-casein precursor [Bo ( 224)   53 21.9     6.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.5     7.3 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.2     7.4 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.2     7.5 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.2     7.5 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.5      11 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.5      11 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.9      13 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   48 20.2      16 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   48 20.2      16 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   51 21.2      17 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   50 20.9      18 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   50 20.9      18 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.2      18 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.2      18 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.2      18 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   50 20.9      19 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.6      21 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.9      26 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 20.9      27 
gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A ( 282)   48 20.2      27 
gi|170740|gb|AAA34290.1| gliadin [Triticum urartu] ( 296)   48 20.2      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   48 20.2      31 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   48 20.2      31 
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gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   48 20.2      31 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.2      31 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 19.2      31 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.5      31 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   48 20.2      33 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.6      35 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.6      35 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 18.9      36 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.9      37 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.6      38 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   46 19.6      40 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.6      42 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.2      42 
gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Ma ( 174)   44 18.9      42 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.2      43 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.6      43 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.6      45 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.2      46 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   46 19.6      47 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 19.2      48 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   43 18.6      49 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 18.6      49 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.2      49 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 20.9      50 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 19.2      50 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 19.2      50 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 19.2      50 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 19.2      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 19.2      51 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   37 16.6      51 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.2      53 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.2      53 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 18.9      53 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.2      53 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.9      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 17.9      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 17.9      54 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.6      54 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.2      55 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.9      55 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   46 19.6      57 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.2      58 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.2      58 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.2      58 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.2      59 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   47 19.9      59 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.9      60 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   44 18.9      60 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      61 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   45 19.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   42 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      62 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   44 18.9      63 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   44 18.9      63 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.9      69 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.9      69 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.9      69 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 14.9      69 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.6      71 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.6      71 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.9      76 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 17.9      77 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   43 18.6      79 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      81 
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gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.2      83 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   43 18.6      84 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 17.9      84 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 17.9      86 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.6      86 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   43 18.6      87 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.6      89 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 18.9      90 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   43 18.6      90 
gi|10314021|gb|AAF80379.2| acidic Cyn d 1 isoaller ( 244)   42 18.2      92 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   44 18.9      93 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   44 18.9      93 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.9      94 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.9      94 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.6      96 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.6      96 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 17.9      97 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 17.9      97 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   43 18.6      98 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   42 18.2   1e 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  44 init1:  44 opt:  65  Z-score: 108.2  bits: 25.9 E(): 0.48 
Smith-Waterman score: 65; 25.3% identity (45.6% similar) in 79 aa overlap (2-76:71-149) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|114 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEP 
               50        60        70        80        90       100 
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|114 IAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
              110       120       130       140       150       160 
 
gi|114 LAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
              170       180       190       200       210       220 
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  44 init1:  44 opt:  65  Z-score: 107.5  bits: 25.9 E(): 0.53 
Smith-Waterman score: 65; 25.3% identity (45.6% similar) in 79 aa overlap (2-76:95-173) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|141 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEP 
           70        80        90       100       110       120     
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|141 IAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
          130       140       150       160       170       180     
 
gi|141 LAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
          190       200       210       220       230       240     
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  44 init1:  44 opt:  65  Z-score: 107.5  bits: 25.9 E(): 0.53 
Smith-Waterman score: 65; 25.3% identity (45.6% similar) in 79 aa overlap (2-76:95-173) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|286 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEP 
           70        80        90       100       110       120     
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVT        
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        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|286 IAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
          130       140       150       160       170       180     
 
gi|286 LAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
          190       200       210       220       230       240     
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 105.7  bits: 25.5 E(): 0.66 
Smith-Waterman score: 64; 25.3% identity (45.6% similar) in 79 aa overlap (2-76:95-173) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|286 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNYEP 
           70        80        90       100       110       120     
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|286 IAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
          130       140       150       160       170       180     
 
gi|286 VAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
          190       200       210       220       230       240     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  55 init1:  55 opt:  58  Z-score: 100.9  bits: 23.5 E():  1.2 
Smith-Waterman score: 58; 34.4% identity (62.5% similar) in 32 aa overlap (1-31:26-57) 
 
                                        10        20         30     
PAT___                          LGSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                                ::.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT               
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 99.0  bits: 24.2 E():  1.6 
Smith-Waterman score: 60; 28.0% identity (50.0% similar) in 50 aa overlap (2-51:84-133) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  : .: .:   :: .  .  .: 
gi|898 GCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEP 
            60        70        80        90       100       110    
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :. :: :..   :                                         
gi|898 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNYLA 
           120       130       140       150       160       170    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 98.7  bits: 24.2 E():  1.6 
Smith-Waterman score: 60; 28.0% identity (50.0% similar) in 50 aa overlap (2-51:95-144) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  : .: .:   :: .  .  .: 
gi|898 GCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEP 
           70        80        90       100       110       120     
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :. :: :..   :                                         
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gi|898 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPNYLA 
          130       140       150       160       170       180     
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 98.5  bits: 24.2 E():  1.7 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (2-65:98-164) 
 
                                            10        20            
PAT___                              LGSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
      30        40         50        60        70        80         
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT         
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
 
gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 98.5  bits: 24.2 E():  1.7 
Smith-Waterman score: 60; 28.0% identity (50.0% similar) in 50 aa overlap (2-51:102-151) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  : .: .:   :: .  .  .: 
gi|115 GCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEP 
              80        90       100       110       120       130  
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :. :: :..   :                                         
gi|115 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNYLA 
             140       150       160       170       180       190  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 95.1  bits: 23.5 E():  2.6 
Smith-Waterman score: 58; 30.0% identity (66.0% similar) in 50 aa overlap (9-56:26-74) 
 
                                10        20          30        40  
PAT___                  LGSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                                ::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
              50        60        70        80                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                      
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 94.9  bits: 23.5 E():  2.6 
Smith-Waterman score: 58; 28.0% identity (48.0% similar) in 50 aa overlap (2-51:101-150) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :  : .:   :: .  .  .: 
gi|115 GCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNYEP 
               80        90       100       110       120       130 
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :. :: :..   :                                         
gi|115 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNYLA 
              140       150       160       170       180       190 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
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 initn:  58 init1:  58 opt:  58  Z-score: 94.9  bits: 23.5 E():  2.6 
Smith-Waterman score: 58; 28.0% identity (48.0% similar) in 50 aa overlap (2-51:101-150) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :  : .:   :: .  .  .: 
gi|105 GCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNYEP 
               80        90       100       110       120       130 
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :. :: :..   :                                         
gi|105 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNYLA 
              140       150       160       170       180       190 
 
>>gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]       (224 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.4  bits: 21.9 E():  6.9 
Smith-Waterman score: 53; 53.8% identity (69.2% similar) in 13 aa overlap (68-80:123-135) 
 
        40        50        60        70        80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                  
                                     :.: :  ::.: :                  
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|459292|gb|AAB29137.1| beta-casein A3 [Bos taurus]    (224 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.4  bits: 21.9 E():  6.9 
Smith-Waterman score: 53; 53.8% identity (69.2% similar) in 13 aa overlap (68-80:123-135) 
 
        40        50        60        70        80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                  
                                     :.: :  ::.: :                  
gi|459 TQTPVVVPPFLQPEVMGVSKVKEAMAPKQKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|459 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162797|gb|AAA30430.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.4  bits: 21.9 E():  6.9 
Smith-Waterman score: 53; 53.8% identity (69.2% similar) in 13 aa overlap (68-80:123-135) 
 
        40        50        60        70        80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                  
                                     :.: :  ::.: :                  
gi|162 TQTPVVVPPFLQPEVLGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPP 
            100       110       120       130       140       150   
 
gi|162 LLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPV 
            160       170       180       190       200       210   
 
>>gi|162931|gb|AAA30480.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.4  bits: 21.9 E():  6.9 
Smith-Waterman score: 53; 53.8% identity (69.2% similar) in 13 aa overlap (68-80:123-135) 
 
        40        50        60        70        80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                  
                                     :.: :  ::.: :                  
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.9  bits: 22.5 E():  7.3 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (17-57:67-113) 
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                             10        20        30                 
PAT___               LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
      40        50        60        70        80                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                    
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 86.8  bits: 21.2 E():  7.4 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (18-49:70-105) 
 
                            10        20         30         40      
PAT___              LGSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
            50        60        70        80                
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.7  bits: 21.2 E():  7.5 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (37-70:105-136) 
 
         10        20        30        40        50        60       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
         70        80        
PAT___ FELPAPPRPVRPVT        
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.7  bits: 21.2 E():  7.5 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (37-70:105-136) 
 
         10        20        30        40        50        60       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
         70        80        
PAT___ FELPAPPRPVRPVT        
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (10-34:144-168) 
 
                                    10        20        30          
PAT___                      LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
      40        50        60        70        80                    
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PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                    
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (10-34:144-168) 
 
                                    10        20        30          
PAT___                      LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
      40        50        60        70        80                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                    
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.6  bits: 23.9 E():   13 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (9-60:481-539) 
 
                                     10        20        30         
PAT___                       LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
              40        50        60        70        80            
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.2 E():   16 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (69-78:105-114) 
 
       40        50        60        70        80                   
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                   
                                     ::.: .:: :                     
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.2 E():   16 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (69-78:105-114) 
 
       40        50        60        70        80                   
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                   
                                     ::.: .:: :                     
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 21.2 E():   17 
Smith-Waterman score: 51; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:60-74) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :. :  :  : :..:                
gi|208 PYPQQPYPSQQPYPSQQPFPTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPF 
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      30        40        50        60        70        80          
 
gi|208 PQPQQPFPWQPQQPFPQTQQSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQP 
      90       100       110       120       130       140          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (68-78:85-96) 
 
        40        50        60        70         80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVT                 
                                     .:: : :.: ::                   
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQVLQESTYQLVQQLCC 
          120       130       140       150       160       170     
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.8  bits: 20.9 E():   18 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (68-78:92-103) 
 
        40        50        60        70         80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVT                 
                                     .:: : :.: ::                   
gi|170 PYPQQQPFPSQQPYMQLQPFPQPQLPYPQPQLPYPQPQPFRPQQSYPQPQPQYSQPQQPI 
              70        80        90       100       110       120  
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQSTYQLVQQFCC 
             130       140       150       160       170       180  
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.7  bits: 21.2 E():   18 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (53-69:48-65) 
 
             30        40        50         60        70        80  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVT  
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.7  bits: 21.2 E():   18 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (53-69:48-65) 
 
             30        40        50         60        70        80  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVT  
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.7  bits: 21.2 E():   18 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (53-69:48-65) 
 
             30        40        50         60        70        80  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVT  
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
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 initn:  44 init1:  44 opt:  50  Z-score: 79.6  bits: 20.9 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (68-78:99-110) 
 
        40        50        60        70         80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVT                 
                                     .:: : :.: ::                   
gi|216 FPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQPQYSQPQQPI 
       70        80        90       100       110       120         
 
gi|216 SQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAYGSSQVLQQSTYQL 
      130       140       150       160       170       180         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.6 E():   21 
Smith-Waterman score: 52; 26.0% identity (54.8% similar) in 73 aa overlap (1-66:85-155) 
 
                                             10        20           
PAT___                               LGSTLYTHLLKSMEAQGFKSVVAVIG-LPN 
                                     ::. .:  : ....  :  :...  : . . 
gi|289 ELASAHHSWVQDIHDSQSERTELKKRSLFGLGDEVYLGLKNTFDIAG--SLIGYSGHFHE 
           60        70        80        90       100         110   
 
      30          40            50        60        70        80    
PAT___ D--PSVRLHEALGYTARG----TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT    
       :   .:: :  . :  :     :...:  :.. :  . . .::                  
gi|289 DVIEQVRRHPDVDYIERDSEVHTMEGATEKNAPWGLARISHRDSLTFGNFNKYLYASEGG 
            120       130       140       150       160       170   
 
gi|289 EGVDAYTIDTGINVDHVDFEGRATWGKTIPTNDEDLDGNGHGTHCSGTMAGKKYGVAKKA 
            180       190       200       210       220       230   
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 21.9 E():   26 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (51-65:656-670) 
 
               30        40        50        60        70        80 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 20.9 E():   27 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (62-74:400-412) 
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A-III  (282 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 48; 31.6% identity (63.2% similar) in 19 aa overlap (64-80:97-115) 
 
            40        50        60        70          80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVT            
                                     :. .  : :  :.: .:..            
gi|170 QQPFPSQQPYPQPQPFPPQLPYPQTQPFPPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
         70        80        90       100       110       120       
 
gi|170 QTLQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSSYQQLQQLCCQQLFQIPEQSRCQAI 
        130       140       150       160       170       180       
 
>>gi|170740|gb|AAA34290.1| gliadin [Triticum urartu]      (296 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 48; 31.6% identity (63.2% similar) in 19 aa overlap (64-80:102-120) 
 
            40        50        60        70          80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVT            
                                     :. .  : :  :.: .:..            
gi|170 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|170 QQQQQQQQQQQILPQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 48; 31.6% identity (63.2% similar) in 19 aa overlap (64-80:102-120) 
 
            40        50        60        70          80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVT            
                                     :. .  : :  :.: .:..            
gi|217 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|217 QQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (46-77:6-37) 
 
          20        30        40        50        60        70      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
          80                                                        
PAT___ VRPVT                                                        
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (46-77:6-37) 
 
          20        30        40        50        60        70      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
          80                                                        
PAT___ VRPVT                                                        
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (46-77:6-37) 
 
          20        30        40        50        60        70      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
          80                                                        
PAT___ VRPVT                                                        
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
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          40        50        60        70        80        90      
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 75.7  bits: 21.2 E():   31 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (53-75:88-111) 
 
             30        40        50         60        70        80  
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVT  
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (1-53:92-138) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI---- 
              70        80        90       100       110            
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
          : ..: : ::   .. .  : :                            
gi|730 ---SSKFH-AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN      
          120        130       140       150       160      
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.5  bits: 17.5 E():   31 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (52-57:45-50) 
 
              30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     :..:::                        
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                       
           20        30        40        50                        
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (46-77:27-58) 
 
          20        30        40        50        60        70      
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
          80                                                        
PAT___ VRPVT                                                        
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (49-65:16-32) 
 
       20        30        40        50        60        70         
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
       80                                                           
PAT___ VT                                                           
                                                                    
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
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          50        60        70        80        90       100      
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.6 E():   35 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (11-39:271-299) 
 
                                   10        20        30        40 
PAT___                     LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
               50        60        70        80                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                     
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 44; 21.4% identity (75.0% similar) in 28 aa overlap (3-30:8-35) 
 
                    10        20        30        40        50      
PAT___      LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
              ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
          60        70        80                                    
PAT___ GWHDVGFWQRDFELPAPPRPVRPVT                                    
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 20.9 E():   37 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (27-63:202-237) 
 
                   10        20        30        40        50       
PAT___     LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
         60        70        80                                     
PAT___ WHDVGFWQRDFELPAPPRPVRPVT                                     
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.6 E():   38 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (11-39:270-298) 
 
                                   10        20        30        40 
PAT___                     LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
               50        60        70        80                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                     
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 46; 24.5% identity (45.3% similar) in 53 aa overlap (14-62:105-157) 
 
                                10        20        30        40    
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PAT___                  LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|168 YNGFTACGNPPIFKDGKGCGSCYEIRCNKPECSGQPVTVFITDMNYEPIAPYHFDLSGKA 
           80        90       100       110       120       130     
 
            50            60        70        80                    
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVT                    
        :..   :     .: :  :. :                                      
gi|168 FGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNPNYLAMLVKFVADDG 
          140       150       160       170       180       190     
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (64-74:235-245) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (12-33:98-119) 
 
                                  10        20        30        40  
PAT___                    LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
              50        60        70        80                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                      
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (12-33:99-120) 
 
                                  10        20        30        40  
PAT___                    LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
              50        60        70        80                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                      
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Major   (174 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.2  bits: 18.9 E():   42 
Smith-Waterman score: 44; 32.0% identity (48.0% similar) in 25 aa overlap (55-79:33-56) 
 
           30        40        50        60        70        80     
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT     
                                     : :. .     : :.:  :  : :.      
gi|312 TLLLTIGFSLIAILQAQDTPALGKDTVAVSGKWY-LKAMTADQEVPEKPDSVTPMILKAQ 
             10        20        30         40        50        60  
 
gi|312 KGGNLEAKITMLTNGQCQNITVVLHKTSEPGKYTAYEGQRVVFIQPSPVRDHYILYCEGE 
              70        80        90       100       110       120  
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.2 E():   43 
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Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (12-56:17-69) 
 
                    10        20        30           40             
PAT___      LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
        50        60        70        80                   
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                   
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.6 E():   43 
Smith-Waterman score: 46; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:29-43) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :..:  :  : : .:                
gi|624   MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQP 
                 10        20        30        40        50         
 
gi|624 QHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQ 
       60        70        80        90       100       110         
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (51-74:40-63) 
 
               30        40        50        60        70        80 
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 45; 24.0% identity (44.0% similar) in 50 aa overlap (2-51:70-119) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|458 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNEEP 
      40        50        60        70        80        90          
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :.  : :..   :                                         
gi|458 IAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNY 
     100       110       120       130       140       150          
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:92-102) 
 
      40        50        60        70        80                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                    
                                     :.:::   :..                    
gi|249 GRQRLASRQPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAY 
              70        80        90       100       110       120  
 
gi|249 KAAEAHPRGQVRRLRHCPHRSLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAA 
             130       140       150       160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.1  bits: 19.2 E():   48 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3315



 

 

Smith-Waterman score: 45; 19.2% identity (43.6% similar) in 78 aa overlap (2-75:82-159) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|168 ACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
              60        70        80        90       100       110  
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :..   :     . .:  .. : .   . :   .:             
gi|168 IAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNY 
             120       130       140       150       160       170  
 
gi|168 LAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
             180       190       200       210       220       230  
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::..:   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN              
             130       140       150       160              
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 43; 42.3% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  ::: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN              
             130       140       150       160              
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (69-75:233-239) 
 
       40        50        60        70        80              
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.8  bits: 20.9 E():   50 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (51-72:707-729) 
 
               30        40        50        60         70          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPVRPV 
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
      80                                                            
PAT___ T                                                            
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gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 24.0% identity (44.0% similar) in 50 aa overlap (2-51:93-142) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|158 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNEEP 
             70        80        90       100       110       120   
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :.  : :..   :                                         
gi|158 IAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNY 
            130       140       150       160       170       180   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 24.0% identity (44.0% similar) in 50 aa overlap (2-51:93-142) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|390 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNEEP 
             70        80        90       100       110       120   
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
        .  :  :.  : :..   :                                         
gi|390 IAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNY 
            130       140       150       160       170       180   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 19.2% identity (43.6% similar) in 78 aa overlap (2-75:93-170) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|168 ACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :..   :     . .:  .. : .   . :   .:             
gi|168 IAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNY 
            130       140       150       160       170       180   
 
gi|168 LAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 19.2% identity (43.6% similar) in 78 aa overlap (2-75:93-170) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|126 ACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :..   :     . .:  .. : .   . :   .:             
gi|126 IAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNY 
            130       140       150       160       170       180   
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gi|126 LAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 20.3% identity (49.2% similar) in 59 aa overlap (20-74:111-169) 
 
                          10        20        30        40          
PAT___            LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
                                     ... :  . ..: .  :  :.  : :..   
gi|109 GNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAK 
               90       100       110       120       130       140 
 
      50            60        70        80                          
PAT___ AG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT                          
        :     ...:  :. : .   . ::  .                                
gi|109 DGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYLALLVKYVAGDGDVVEVE 
              150       160       170       180       190       200 
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 71.6  bits: 16.6 E():   51 
Smith-Waterman score: 37; 36.8% identity (57.9% similar) in 19 aa overlap (59-77:5-23) 
 
       30        40        50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT         
                                     :  : ..:.:: .  :  :            
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (18-32:11-25) 
 
               10        20        30        40        50        60 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
                        : .:..:.:: ..:.                             
gi|300        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATT 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ GFWQRDFELPAPPRPVRPVT                                         
                                                                    
gi|300 ANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEA 
            60        70        80        90       100       110    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (18-32:11-25) 
 
               10        20        30        40        50        60 
PAT___ LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDV 
                        : .:..:.:: ..:.                             
gi|300        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATT 
                      10        20        30        40        50    
 
               70        80                                         
PAT___ GFWQRDFELPAPPRPVRPVT                                         
                                                                    
gi|300 ANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEA 
            60        70        80        90       100       110    
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 18.9 E():   53 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (44-63:154-185) 
 
            20        30        40        50                    60  
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
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gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
              70        80                    
PAT___ FWQRDFELPAPPRPVRPVT                    
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.3  bits: 20.2 E():   53 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (9-32:104-126) 
 
                                     10        20        30         
PAT___                       LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
       40        50        60        70        80                   
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                   
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (12-56:17-69) 
 
                    10        20        30           40             
PAT___      LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                   
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (14-44:35-67) 
 
                                10        20           30        40 
PAT___                  LGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               50        60        70        80          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT          
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (14-44:35-67) 
 
                                10        20           30        40 
PAT___                  LGSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
               50        60        70        80          
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT          
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
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            70        80        90       100       110   
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (3-37:130-170) 
 
                                           10              20       
PAT___                             LGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
         30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
       : .:  : : .                                            
gi|292 LHKDQIVVLSDDDRCQGSRD                                   
     160       170                                            
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.2 E():   55 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (69-75:261-267) 
 
       40        50        60        70        80              
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :: ::.:                   
gi|109 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
              240       250       260       270       280      
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (12-30:44-62) 
 
                                  10        20        30        40  
PAT___                    LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
              50        60        70        80                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                      
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (2-44:232-274) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :..  : . ....    :.::.: .  :.  
gi|111 SSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSG 
             210       220       230       240       250       260  
 
              40        50        60        70        80            
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT            
       :    ...:: :.                                                
gi|111 SSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATL 
             270       280       290       300       310       320  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (68-76:92-100) 
 
        40        50        60        70        80                  
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                  
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
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             130       140       150  
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.7  bits: 20.2 E():   58 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (27-63:202-237) 
 
                   10        20        30        40        50       
PAT___     LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
         60        70        80                                     
PAT___ WHDVGFWQRDFELPAPPRPVRPVT                                     
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (15-43:203-231) 
 
                               10        20        30        40     
PAT___                 LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
           50        60        70        80                         
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                         
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (15-43:203-231) 
 
                               10        20        30        40     
PAT___                 LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
           50        60        70        80                         
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                         
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 47; 30.0% identity (65.0% similar) in 40 aa overlap (11-50:271-310) 
 
                                   10        20        30        40 
PAT___                     LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. . .:::. :: ..: .  :  :. :.. 
gi|214 LRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVN 
              250       260       270       280       290       300 
 
               50        60        70        80                     
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                     
         ... :. :                                                   
gi|214 AGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (10-59:87-132) 
 
                                    10        20        30          
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PAT___                      LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
      40        50        60        70        80                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                    
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.9 E():   60 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:74-88) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :..:  :  : : .:                
gi|170 FSQQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQLFPQSQQPQQQFSQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQ 
           110       120       130       140       150       160    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:91-116) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|402 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN              
              130       140       150                       
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 9 aa overlap (70-78:23-31) 
 
      40        50        60        70        80                    
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                    
                                     :.:: :  :                      
gi|249         MAVQKYTMALFLAVALVAGPAAPTPPTPRTPPLLPPPRARDKATLTSRSVED 
                       10        20        30        40        50   
 
gi|249 INAASRRPWWASVPPADKFKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAE 
             60        70        80        90       100       110   
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN              
             130       140       150       160              
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
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Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|154 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN              
             130       140       150       160              
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|730 GSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|730 HAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN              
             130       140       150       160              
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|167 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN              
             130       140       150       160              
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|154 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|154 HAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN              
             130       140       150       160              
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
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       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN              
             130       140       150       160              
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 38.5% identity (57.7% similar) in 26 aa overlap (1-24:92-117) 
 
                                               10        20         
PAT___                               LGSTL--YTHLLKSMEAQGFKSVVAVIGLP 
                                     ::. :   .: :: . : :  :.: .     
gi|167 GIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                                            
gi|167 HAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN              
             130       140       150       160              
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (64-78:65-79) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :  .  : : :: .:                
gi|130 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPI 
           40        50        60        70        80        90     
 
gi|130 SQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLW 
          100       110       120       130       140       150     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (64-78:85-99) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :  .  : : :: .:                
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 44; 19.2% identity (43.6% similar) in 78 aa overlap (2-75:93-170) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|752 ACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :..   :     . .:  .. : .   . :   .:             
gi|752 IAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNY 
            130       140       150       160       170       180   
 
gi|752 LAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (64-78:85-99) 
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            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :  .  : : :: .:                
gi|217 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|217 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (64-78:85-99) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :  .  : : :: .:                
gi|170 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 40.0% identity (53.3% similar) in 15 aa overlap (64-78:85-99) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :  .  : : :: .:                
gi|473 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|473 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.2  bits: 14.9 E():   69 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (56-72:2-18) 
 
          30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     : .:   :.  .  : :         
gi|244                              IGNEDCTPWMSTLITPLP         
                                            10                 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (27-68:390-431) 
 
                   10        20        30        40        50       
PAT___     LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
         60        70        80                               
PAT___ WHDVGFWQRDFELPAPPRPVRPVT                               
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.0  bits: 18.6 E():   71 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (41-62:147-168) 
 
               20        30        40        50        60        70 
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
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               80                                                   
PAT___ APPRPVRPVT                                                   
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 48; 20.8% identity (64.6% similar) in 48 aa overlap (6-50:84-130) 
 
                                        10        20           30   
PAT___                          LGSTLYTHLLKSMEAQGFKSV---VAVIGLPNDPS 
                                     :: .  .. :. :.:.   . ... :.  : 
gi|281 IKEVTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGS 
            60        70        80        90       100       110    
 
             40        50        60        70        80 
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
       .  .... ::..:  ...                               
gi|281 ICKNRSI-YTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC  
           120        130       140       150           
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (37-49:106-118) 
 
         10        20        30        40        50        60       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
         70        80             
PAT___ FELPAPPRPVRPVT             
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 43; 21.9% identity (42.5% similar) in 73 aa overlap (2-70:93-165) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|386 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNEEP 
             70        80        90       100       110       120   
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :..   :     . .:  .. : .   : :                  
gi|386 IAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNPNY 
            130       140       150       160       170       180   
 
gi|386 LALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.0  bits: 20.9 E():   81 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (16-53:160-196) 
 
                              10        20        30        40      
PAT___                LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
          50        60        70        80                          
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                          
          : : :                                                     
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gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 58; 29.1% identity (63.6% similar) in 55 aa overlap (1-52:186-238) 
 
                                             10        20        30 
PAT___                               LGSTLYTHLLKSMEAQGFKSVVAVIGLPND 
                                     .:: .: :: ::.  . . . .. .:  .  
gi|370 NGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDEGG 
         160       170       180       190        200       210     
 
                  40        50        60        70        80        
PAT___ --PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT        
         :...  .:::   . ....::::                                    
gi|370 VAPDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKW 
          220       230        240       250       260       270    
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:55-69) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :..:  :  : : .:                
gi|106 FSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQT 
           30        40        50        60        70        80     
 
gi|106 QQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQ 
           90       100       110       120       130       140     
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (3-37:128-168) 
 
                                           10              20       
PAT___                             LGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
         30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
       : .:  : : .                                            
gi|292 LHKDQIVVLSDDDRCQGSRD                                   
       160       170                                          
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (3-37:131-171) 
 
                                           10              20       
PAT___                             LGSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
         30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
       : .:  : : .                                            
gi|312 LHKDQIVVLSDDDRCQGSRD                                   
              170       180                                   
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:118-134) 
 
                               10        20        30        40     
PAT___                 LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
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gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
           50        60        70        80                         
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                         
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:74-88) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :..:  :  : : .:                
gi|170 FSQQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQPFPQSKQPQQPFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLV 
           110       120       130       140       150       160    
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.2  bits: 15.6 E():   89 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (60-71:15-26) 
 
      30        40        50        60        70        80   
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT   
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (2-56:204-261) 
 
                                            10           20         
PAT___                              LGSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
       30        40        50        60        70        80         
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT         
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 43; 33.3% identity (46.7% similar) in 15 aa overlap (63-77:249-263) 
 
             40        50        60        70        80             
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT             
                                     :.. :  : :    :                
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|10314021|gb|AAF80379.2| acidic Cyn d 1 isoallergen   (244 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 18.2 E():   92 
Smith-Waterman score: 42; 32.0% identity (52.0% similar) in 25 aa overlap (57-80:194-211) 
 
         30        40        50        60        70         80      
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR-PVT      
                                     :  .  :. :     ::.:.. : :      
gi|103 LVKYAAGDGNIVGVDIKPKGSDEFLPMKQSWGAI--WRMD-----PPKPLKGPFTIRLTS 
           170       180       190         200            210       
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gi|103 ESGGHVEQDDVIPEDWKPDTVYKSKIQF 
        220       230       240     
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 44; 25.9% identity (48.3% similar) in 58 aa overlap (16-69:245-301) 
 
                              10        20        30            40  
PAT___                LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA----LGY 
                                     .:...: : ::  .   :.   :    .:: 
gi|833 MIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWHPSHVQWTVARAGQMGY 
          220       230       240       250        260       270    
 
              50        60        70        80                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                      
         : .     .. :   : :  . ::..                                 
gi|833 HHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVK 
           280       290       300       310       320       330    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 44; 25.9% identity (48.3% similar) in 58 aa overlap (16-69:245-301) 
 
                              10        20        30            40  
PAT___                LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA----LGY 
                                     .:...: : ::  .   :.   :    .:: 
gi|212 MIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWHPSHVQWTVARAGQMGY 
          220       230       240       250        260       270    
 
              50        60        70        80                      
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                      
         : .     .. :   : :  . ::..                                 
gi|212 HHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVK 
           280       290       300       310       320       330    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (37-60:66-87) 
 
         10        20        30        40        50        60       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
         70        80                                               
PAT___ FELPAPPRPVRPVT                                               
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (37-60:66-87) 
 
         10        20        30        40        50        60       
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
         70        80                                               
PAT___ FELPAPPRPVRPVT                                               
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:154-170) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3329



 

 

                               10        20        30        40     
PAT___                 LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
           50        60        70        80                         
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                         
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:154-170) 
 
                               10        20        30        40     
PAT___                 LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
           50        60        70        80                         
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT                         
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (55-65:99-109) 
 
           30        40        50        60        70        80     
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT     
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (25-45:90-112) 
 
                     10        20        30        40          50   
PAT___       LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
             60        70        80                                 
PAT___ KHGGWHDVGFWQRDFELPAPPRPVRPVT                                 
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 43; 40.0% identity (53.3% similar) in 15 aa overlap (64-78:74-88) 
 
            40        50        60        70        80              
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT              
                                     :. :  :  : : .:                
gi|170 LSQQPQQTFPQPQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFP 
            50        60        70        80        90       100    
 
gi|170 QQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQPQQQLPQPQQPQQ 
           110       120       130       140       150       160    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 42; 19.2% identity (42.3% similar) in 78 aa overlap (2-75:95-172) 
 
                                            10        20        30  
PAT___                              LGSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .: .    ..: 
gi|117 ACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNEEP 
           70        80        90       100       110       120     
 
              40        50            60        70        80        
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVT        
        .  :  :.  : :..   :     . .:  .. : .   . :   .:             
gi|117 IAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNPNY 
          130       140       150       160       170       180     
 
gi|117 LALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEGGT 
          190       200       210       220       230       240     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:53 2011 done: Wed Jan 19 14:40:53 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 103  - 182 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     7     8:==* 
  34    33    22:=======*=== 
  36    58    44:==============*===== 
  38    53    73:==================      * 
  40    93   102:===============================  * 
  42   112   125:======================================   * 
  44   111   138:=====================================        * 
  46   133   140:============================================= * 
  48   150   134:============================================*===== 
  50   123   122:========================================* 
  52   115   108:===================================*=== 
  54    97    92:==============================*== 
  56    55    77:===================      * 
  58    78    63:====================*===== 
  60    62    51:================*==== 
  62    23    41:========     * 
  64    34    33:==========*= 
  66    44    26:========*====== 
  68     9    20:===   * 
  70    29    16:=====*==== 
  72    14    12:===*= 
  74     9    10:===* 
  76     4     8:==* 
  78    10     6:=*== 
  80     5     5:=* 
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  82     2     3:* 
  84     0     3:* 
  86     4     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     4     0:==        *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.44520.0032; mu= 8.1257 0.164 
 mean_var=32.3905 8.132, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.225354 
 Kolmogorov-Smirnov  statistic: 0.0339 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   65 25.6    0.56 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   65 25.6    0.62 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   65 25.6    0.62 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   64 25.3    0.77 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   60 24.0     1.8 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   60 24.0     1.9 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   60 24.0     1.9 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   60 24.0     1.9 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   58 23.4     2.9 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   58 23.4       3 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   58 23.4       3 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   53 21.7     4.2 
gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]  ( 224)   55 22.4     4.9 
gi|459292|gb|AAB29137.1| beta-casein A3 [Bos tauru ( 224)   55 22.4     4.9 
gi|162797|gb|AAA30430.1| beta-casein precursor [Bo ( 224)   55 22.4     4.9 
gi|162931|gb|AAA30480.1| beta-casein precursor [Bo ( 224)   55 22.4     4.9 
gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A ( 282)   55 22.4     6.2 
gi|170740|gb|AAA34290.1| gliadin [Triticum urartu] ( 296)   55 22.4     6.5 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   55 22.4     6.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.1     8.1 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.1     8.2 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.1     8.2 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.4     8.2 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.4      12 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.4      12 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.7      15 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   48 20.1      18 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   48 20.1      18 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   51 21.1      19 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   50 20.8      19 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   50 20.8      20 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.1      20 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.1      20 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.1      20 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   50 20.8      21 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   49 20.4      22 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   49 20.4      22 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.4      23 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   49 20.4      24 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   49 20.4      24 
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gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   49 20.4      24 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.7      29 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 20.8      29 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.5      32 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   48 20.1      33 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   48 20.1      33 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   48 20.1      33 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.1      34 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   48 20.1      35 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.5      36 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 18.8      38 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.4      38 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.8      40 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.8      40 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 19.5      41 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.4      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   46 19.5      43 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   46 19.5      43 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   46 19.5      43 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.1      44 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.1      44 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.5      44 
gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Ma ( 174)   44 18.8      45 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.2      45 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.5      47 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.5      47 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.1      49 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   46 19.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.5      51 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   37 16.5      52 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.1      53 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 19.1      54 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 19.1      54 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 19.1      54 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 19.1      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 20.8      55 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.2      55 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.2      55 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.8      56 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 17.8      56 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 17.8      56 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 18.8      56 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.5      57 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.8      58 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.1      58 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.1      58 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.2      60 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   46 19.5      61 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   44 18.8      61 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.1      62 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.1      63 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.1      63 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   44 18.8      64 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   47 19.8      64 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.8      64 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   45 19.1      65 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   45 19.1      67 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 14.9      68 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.8      73 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.5      75 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.5      77 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.8      79 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   41 17.8      80 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 17.8      80 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   43 18.5      83 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   43 18.5      84 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 17.8      88 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   43 18.5      88 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.1      89 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.6      89 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 17.8      89 
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gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      89 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      91 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   43 18.5      92 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   43 18.5      95 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 18.8      96 
gi|10314021|gb|AAF80379.2| acidic Cyn d 1 isoaller ( 244)   42 18.2      97 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   40 17.5      99 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   44 18.8      99 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   44 18.8      99 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.5      99 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   40 17.5      99 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   40 17.5      99 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   40 17.5      99 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   40 17.5      99 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   40 17.5      99 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   40 17.5      99 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   40 17.5      99 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  44 init1:  44 opt:  65  Z-score: 107.0  bits: 25.6 E(): 0.56 
Smith-Waterman score: 65; 25.3% identity (45.6% similar) in 79 aa overlap (1-75:71-149) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|114 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEP 
               50        60        70        80        90       100 
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|114 IAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
              110       120       130       140       150       160 
 
gi|114 LAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
              170       180       190       200       210       220 
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  44 init1:  44 opt:  65  Z-score: 106.2  bits: 25.6 E(): 0.62 
Smith-Waterman score: 65; 25.3% identity (45.6% similar) in 79 aa overlap (1-75:95-173) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|141 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEP 
           70        80        90       100       110       120     
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|141 IAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
          130       140       150       160       170       180     
 
gi|141 LAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
          190       200       210       220       230       240     
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  44 init1:  44 opt:  65  Z-score: 106.2  bits: 25.6 E(): 0.62 
Smith-Waterman score: 65; 25.3% identity (45.6% similar) in 79 aa overlap (1-75:95-173) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|286 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEP 
           70        80        90       100       110       120     
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|286 IAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
          130       140       150       160       170       180     
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gi|286 LAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
          190       200       210       220       230       240     
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 104.5  bits: 25.3 E(): 0.77 
Smith-Waterman score: 64; 25.3% identity (45.6% similar) in 79 aa overlap (1-75:95-173) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     ::   ..  .. : .:   .: .  .  .: 
gi|286 ACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNYEP 
           70        80        90       100       110       120     
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :.:   :     .: :  :: : .   . ::  . :            
gi|286 IAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNY 
          130       140       150       160       170       180     
 
gi|286 VAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGK 
          190       200       210       220       230       240     
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 98.0  bits: 24.0 E():  1.8 
Smith-Waterman score: 60; 28.0% identity (50.0% similar) in 50 aa overlap (1-50:84-133) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  : .: .:   :: .  .  .: 
gi|898 GCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEP 
            60        70        80        90       100       110    
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :. :: :..   :                                         
gi|898 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNYLA 
           120       130       140       150       160       170    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 97.6  bits: 24.0 E():  1.9 
Smith-Waterman score: 60; 28.0% identity (50.0% similar) in 50 aa overlap (1-50:95-144) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  : .: .:   :: .  .  .: 
gi|898 GCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEP 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :. :: :..   :                                         
gi|898 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPNYLA 
          130       140       150       160       170       180     
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 97.4  bits: 24.0 E():  1.9 
Smith-Waterman score: 60; 26.9% identity (67.2% similar) in 67 aa overlap (1-64:98-164) 
 
                                             10        20           
PAT___                               GSTLYTHLLKSMEAQGFKSV-VAVIGLPN- 
                                     ::   . . ...:  : ... :: ..: .  
gi|267 GTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSP 
        70        80        90       100       110       120        
 
       30        40         50        60        70        80        
PAT___ DPSVRLHEALGY-TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ        
       .::. :..:..  :.::.: .:.  ..:  ....  :                        
gi|267 SPSATLEQAVNSATSRGVLVVAASGNSGAGSISYPARYANAMAVGATDQNNNRASFSQYG 
       130       140       150       160       170       180        
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gi|267 AGLDIVAPGVNVQSTYPGSTYASLNGTSMATPHVAGAAALVKQKNPSWSNVQIRNHLKNT 
       190       200       210       220       230       240        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 97.4  bits: 24.0 E():  1.9 
Smith-Waterman score: 60; 28.0% identity (50.0% similar) in 50 aa overlap (1-50:102-151) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  : .: .:   :: .  .  .: 
gi|115 GCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEP 
              80        90       100       110       120       130  
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :. :: :..   :                                         
gi|115 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNYLA 
             140       150       160       170       180       190  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 94.1  bits: 23.4 E():  2.9 
Smith-Waterman score: 58; 30.0% identity (66.0% similar) in 50 aa overlap (8-55:26-74) 
 
                                 10        20          30        40 
PAT___                   GSTLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                                ::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
               50        60        70        80                     
PAT___+ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 93.9  bits: 23.4 E():    3 
Smith-Waterman score: 58; 28.0% identity (48.0% similar) in 50 aa overlap (1-50:101-150) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :  : .:   :: .  .  .: 
gi|115 GCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNYEP 
               80        90       100       110       120       130 
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :. :: :..   :                                         
gi|115 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNYLA 
              140       150       160       170       180       190 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 93.9  bits: 23.4 E():    3 
Smith-Waterman score: 58; 28.0% identity (48.0% similar) in 50 aa overlap (1-50:101-150) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :  : .:   :: .  .  .: 
gi|105 GCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNYEP 
               80        90       100       110       120       130 
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :. :: :..   :                                         
gi|105 IAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNYLA 
              140       150       160       170       180       190 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 91.2  bits: 21.7 E():  4.2 
Smith-Waterman score: 53; 32.3% identity (61.3% similar) in 31 aa overlap (1-30:27-57) 
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                                         10        20         30    
PAT___                           GSTLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVR 
                                 :.    : . ..:::: .. .:..  : : :    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
PAT___ LHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ              
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]       (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:123-136) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     :.: :  ::.: :.                 
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|459292|gb|AAB29137.1| beta-casein A3 [Bos taurus]    (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:123-136) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     :.: :  ::.: :.                 
gi|459 TQTPVVVPPFLQPEVMGVSKVKEAMAPKQKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|459 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162797|gb|AAA30430.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:123-136) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     :.: :  ::.: :.                 
gi|162 TQTPVVVPPFLQPEVLGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPP 
            100       110       120       130       140       150   
 
gi|162 LLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPV 
            160       170       180       190       200       210   
 
>>gi|162931|gb|AAA30480.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:123-136) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     :.: :  ::.: :.                 
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A-III  (282 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.3  bits: 22.4 E():  6.2 
Smith-Waterman score: 55; 35.0% identity (65.0% similar) in 20 aa overlap (63-80:97-116) 
 
             40        50        60        70          80           
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVTQ           
                                     :. .  : :  :.: .:..:           
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gi|170 QQPFPSQQPYPQPQPFPPQLPYPQTQPFPPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
         70        80        90       100       110       120       
 
gi|170 QTLQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSSYQQLQQLCCQQLFQIPEQSRCQAI 
        130       140       150       160       170       180       
 
>>gi|170740|gb|AAA34290.1| gliadin [Triticum urartu]      (296 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 87.9  bits: 22.4 E():  6.5 
Smith-Waterman score: 55; 35.0% identity (65.0% similar) in 20 aa overlap (63-80:102-121) 
 
             40        50        60        70          80           
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVTQ           
                                     :. .  : :  :.: .:..:           
gi|170 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|170 QQQQQQQQQQQILPQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 87.9  bits: 22.4 E():  6.5 
Smith-Waterman score: 55; 35.0% identity (65.0% similar) in 20 aa overlap (63-80:102-121) 
 
             40        50        60        70          80           
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVTQ           
                                     :. .  : :  :.: .:..:           
gi|217 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|217 QQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 86.1  bits: 21.1 E():  8.1 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (17-48:70-105) 
 
                             10        20         30           40   
PAT___               GSTLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
             50        60        70        80               
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ               
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (36-69:105-136) 
 
          10        20        30        40        50        60      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
          70        80       
PAT___ FELPAPPRPVRPVTQ       
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (36-69:105-136) 
 
          10        20        30        40        50        60      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
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gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
          70        80       
PAT___ FELPAPPRPVRPVTQ       
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.0  bits: 22.4 E():  8.2 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (16-56:67-113) 
 
                              10        20        30                
PAT___                GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
       40        50        60        70        80                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 22.4 E():   12 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (9-33:144-168) 
 
                                     10        20        30         
PAT___                       GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
       40        50        60        70        80                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 22.4 E():   12 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (9-33:144-168) 
 
                                     10        20        30         
PAT___                       GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
       40        50        60        70        80                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 81.5  bits: 23.7 E():   15 
Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (8-59:481-539) 
 
                                      10        20        30        
PAT___                        GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
               40        50        60        70        80           
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
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              520       530       540       550       560       570 
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 20.1 E():   18 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (68-77:105-114) 
 
        40        50        60        70        80                  
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                  
                                     ::.: .:: :                     
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 20.1 E():   18 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (68-77:105-114) 
 
        40        50        60        70        80                  
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                  
                                     ::.: .:: :                     
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 21.1 E():   19 
Smith-Waterman score: 51; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:60-74) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :. :  :  : :..:                
gi|208 PYPQQPYPSQQPYPSQQPFPTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPF 
      30        40        50        60        70        80          
 
gi|208 PQPQQPFPWQPQQPFPQTQQSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQP 
      90       100       110       120       130       140          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (67-77:85-96) 
 
         40        50        60        70         80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQ                
                                     .:: : :.: ::                   
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQVLQESTYQLVQQLCC 
          120       130       140       150       160       170     
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (67-77:92-103) 
 
         40        50        60        70         80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQ                
                                     .:: : :.: ::                   
gi|170 PYPQQQPFPSQQPYMQLQPFPQPQLPYPQPQLPYPQPQPFRPQQSYPQPQPQYSQPQQPI 
              70        80        90       100       110       120  
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQSTYQLVQQFCC 
             130       140       150       160       170       180  
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (52-68:48-65) 
 

Dow AgroSciences LLC 
         Study ID:  110330 
                        Page 3340



 

 

              30        40        50         60        70        80 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (52-68:48-65) 
 
              30        40        50         60        70        80 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (52-68:48-65) 
 
              30        40        50         60        70        80 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (67-77:99-110) 
 
         40        50        60        70         80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQ                
                                     .:: : :.: ::                   
gi|216 FPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQPQYSQPQQPI 
       70        80        90       100       110       120         
 
gi|216 SQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAYGSSQVLQQSTYQL 
      130       140       150       160       170       180         
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (63-80:65-82) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :  .  : : :: .:  :             
gi|130 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPI 
           40        50        60        70        80        90     
 
gi|130 SQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLW 
          100       110       120       130       140       150     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :  .  : : :: .:  :             
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
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gi|170 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (10-49:270-309) 
 
                                    10        20        30          
PAT___                      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                    
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :  .  : : :: .:  :             
gi|170 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :  .  : : :: .:  :             
gi|217 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|217 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :  .  : : :: .:  :             
gi|473 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|473 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.3  bits: 21.7 E():   29 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (50-64:656-670) 
 
      20        30        40        50        60        70          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
      80                                                            
PAT___ Q                                                            
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gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (61-73:400-412) 
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.3  bits: 17.5 E():   32 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (51-56:45-50) 
 
               30        40        50        60        70        80 
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :..:::                         
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                        
           20        30        40        50                         
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (45-76:6-37) 
 
           20        30        40        50        60        70     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
           80                                                       
PAT___ VRPVTQ                                                       
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (45-76:6-37) 
 
           20        30        40        50        60        70     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
           80                                                       
PAT___ VRPVTQ                                                       
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (45-76:6-37) 
 
           20        30        40        50        60        70     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
           80                                                       
PAT___ VRPVTQ                                                       
        :                                                           
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gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 74.9  bits: 21.1 E():   34 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (52-74:88-111) 
 
              30        40        50         60        70        80 
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (45-76:27-58) 
 
           20        30        40        50        60        70     
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
           80                                                       
PAT___ VRPVTQ                                                       
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (48-64:16-32) 
 
        20        30        40        50        60        70        
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
        80                                                          
PAT___ VTQ                                                          
                                                                    
gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 44; 21.4% identity (75.0% similar) in 28 aa overlap (2-29:8-35) 
 
                     10        20        30        40        50     
PAT___       GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
              ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
           60        70        80                                   
PAT___ GWHDVGFWQRDFELPAPPRPVRPVTQ                                   
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.4 E():   38 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (10-38:271-299) 
 
                                    10        20        30          
PAT___                      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
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gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
      40        50        60        70        80                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                    
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.7  bits: 19.8 E():   40 
Smith-Waterman score: 47; 42.9% identity (64.3% similar) in 14 aa overlap (67-80:104-117) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     .:: : .: .:  :                 
gi|170 YPHQPQQQFPQTQQPQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQ 
            80        90       100       110       120       130    
 
gi|170 PFPQPQQQFPQPQQPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCNHVSLVSSLVSIIL 
           140       150       160       170       180       190    
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.5  bits: 20.8 E():   40 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (26-62:202-237) 
 
                    10        20        30        40        50      
PAT___      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
          60        70        80                                    
PAT___ WHDVGFWQRDFELPAPPRPVRPVTQ                                    
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 46; 19.0% identity (44.0% similar) in 84 aa overlap (1-80:82-165) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|168 ACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
              60        70        80        90       100       110  
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :..   :     . .:  .. : .   . :   .:.  : .       
gi|168 IAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNY 
             120       130       140       150       160       170  
 
gi|168 LAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
             180       190       200       210       220       230  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (10-38:270-298) 
 
                                    10        20        30          
PAT___                      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                    
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
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     300       310       320       330       340       350          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 46; 19.0% identity (44.0% similar) in 84 aa overlap (1-80:93-176) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|168 ACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :..   :     . .:  .. : .   . :   .:.  : .       
gi|168 IAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNY 
            130       140       150       160       170       180   
 
gi|168 LAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 46; 19.0% identity (44.0% similar) in 84 aa overlap (1-80:93-176) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|126 ACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :..   :     . .:  .. : .   . :   .:.  : .       
gi|126 IAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNY 
            130       140       150       160       170       180   
 
gi|126 LAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 46; 24.5% identity (45.3% similar) in 53 aa overlap (13-61:105-157) 
 
                                 10        20        30        40   
PAT___                   GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|168 YNGFTACGNPPIFKDGKGCGSCYEIRCNKPECSGQPVTVFITDMNYEPIAPYHFDLSGKA 
           80        90       100       110       120       130     
 
             50            60        70        80                   
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
        :..   :     .: :  :. :                                      
gi|168 FGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNPNYLAMLVKFVADDG 
          140       150       160       170       180       190     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (11-32:98-119) 
 
                                   10        20        30        40 
PAT___                     GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
               50        60        70        80                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (11-32:99-120) 
 
                                   10        20        30        40 
PAT___                     GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
               50        60        70        80                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
                                                                    
gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (63-73:235-245) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Major   (174 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.7  bits: 18.8 E():   45 
Smith-Waterman score: 44; 32.0% identity (48.0% similar) in 25 aa overlap (54-78:33-56) 
 
            30        40        50        60        70        80    
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ    
                                     : :. .     : :.:  :  : :.      
gi|312 TLLLTIGFSLIAILQAQDTPALGKDTVAVSGKWY-LKAMTADQEVPEKPDSVTPMILKAQ 
             10        20        30         40        50        60  
 
gi|312 KGGNLEAKITMLTNGQCQNITVVLHKTSEPGKYTAYEGQRVVFIQPSPVRDHYILYCEGE 
              70        80        90       100       110       120  
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (11-55:17-69) 
 
                     10        20        30                40       
PAT___       GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
         50        60        70        80                  
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                  
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 46; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:29-43) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :..:  :  : : .:                
gi|624   MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQP 
                 10        20        30        40        50         
 
gi|624 QHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQ 
       60        70        80        90       100       110         
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>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (50-73:40-63) 
 
      20        30        40        50        60        70          
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
      80                                                            
PAT___ Q                                                            
                                                                    
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 45; 24.0% identity (44.0% similar) in 50 aa overlap (1-50:70-119) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|458 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNEEP 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :.  : :..   :                                         
gi|458 IAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNY 
     100       110       120       130       140       150          
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:92-102) 
 
       40        50        60        70        80                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
                                     :.:::   :..                    
gi|249 GRQRLASRQPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAY 
              70        80        90       100       110       120  
 
gi|249 KAAEAHPRGQVRRLRHCPHRSLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAA 
             130       140       150       160       170       180  
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 43; 29.8% identity (48.9% similar) in 47 aa overlap (6-52:100-138) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .       : ..: 
gi|730 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI-------SSKFH 
      70        80        90       100       110              120   
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
        : ::   .. .  : :                             
gi|730 -AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN       
             130       140       150       160       
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 71.5  bits: 16.5 E():   52 
Smith-Waterman score: 37; 36.8% identity (57.9% similar) in 19 aa overlap (58-76:5-23) 
 
        30        40        50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ        
                                     :  : ..:.:: .  :  :            
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
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gi|410 NYDLFKES 
           40   
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (68-74:233-239) 
 
        40        50        60        70        80             
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 24.0% identity (44.0% similar) in 50 aa overlap (1-50:93-142) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|158 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNEEP 
             70        80        90       100       110       120   
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :.  : :..   :                                         
gi|158 IAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNY 
            130       140       150       160       170       180   
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 19.0% identity (44.0% similar) in 84 aa overlap (1-80:93-176) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .:..    ..: 
gi|752 ACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :..   :     . .:  .. : .   . :   .:.  : .       
gi|752 IAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNY 
            130       140       150       160       170       180   
 
gi|752 LAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 24.0% identity (44.0% similar) in 50 aa overlap (1-50:93-142) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|390 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNEEP 
             70        80        90       100       110       120   
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
        .  :  :.  : :..   :                                         
gi|390 IAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNY 
            130       140       150       160       170       180   
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.2  bits: 19.1 E():   55 
Smith-Waterman score: 45; 20.3% identity (49.2% similar) in 59 aa overlap (19-73:111-169) 
 
                           10        20        30        40         
PAT___             GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
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                                     ... :  . ..: .  :  :.  : :..   
gi|109 GNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAK 
               90       100       110       120       130       140 
 
       50            60        70        80                         
PAT___ AG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                         
        :     ...:  :. : .   . ::  .                                
gi|109 DGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYLALLVKYVAGDGDVVEVE 
              150       160       170       180       190       200 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.1  bits: 20.8 E():   55 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (50-71:707-729) 
 
      20        30        40        50        60         70         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPVRPV 
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
       80                                                           
PAT___ TQ                                                           
                                                                    
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (17-31:11-25) 
 
               10        20        30        40        50        60 
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
                       : .:..:.:: ..:.                              
gi|300       MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTA 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ FWQRDFELPAPPRPVRPVTQ                                         
                                                                    
gi|300 NVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAF 
           60        70        80        90       100       110     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (17-31:11-25) 
 
               10        20        30        40        50        60 
PAT___ GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVG 
                       : .:..:.:: ..:.                              
gi|300       MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTA 
                     10        20        30        40        50     
 
               70        80                                         
PAT___ FWQRDFELPAPPRPVRPVTQ                                         
                                                                    
gi|300 NVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAF 
           60        70        80        90       100       110     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.0  bits: 17.8 E():   56 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (11-55:17-69) 
 
                     10        20        30                40       
PAT___       GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                  
       . :.   ::                                           
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gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (13-43:35-67) 
 
                                 10        20           30          
PAT___                   GSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      40        50        60        70        80         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ         
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (13-43:35-67) 
 
                                 10        20           30          
PAT___                   GSTLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
      40        50        60        70        80         
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ         
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (43-62:154-185) 
 
             20        30        40        50                    60 
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
               70        80                   
PAT___ FWQRDFELPAPPRPVRPVTQ                   
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (2-36:130-170) 
 
                                             10             20      
PAT___                              GSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
          30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
       : .:  : : .                                             
gi|292 LHKDQIVVLSDDDRCQGSRD                                    
     160       170                                             
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (11-29:44-62) 
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                                   10        20        30        40 
PAT___                     GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
               50        60        70        80                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.7  bits: 20.1 E():   58 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (8-31:104-126) 
 
                                      10        20        30        
PAT___                        GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
        40        50        60        70        80                  
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                  
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (68-74:261-267) 
 
        40        50        60        70        80             
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :: ::.:                   
gi|109 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
              240       250       260       270       280      
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (67-75:92-100) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
             130       140       150  
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (1-43:232-274) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :..  : . ....    :.::.: .  :.  
gi|111 SSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSG 
             210       220       230       240       250       260  
 
               40        50        60        70        80           
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ           
       :    ...:: :.                                                
gi|111 SSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATL 
             270       280       290       300       310       320  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 44; 60.0% identity (60.0% similar) in 10 aa overlap (71-80:47-56) 
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               50        60        70        80                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
                                     : :: ::  :                     
gi|169 SYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTM 
         20        30        40        50        60        70       
 
gi|169 KLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYLVLYRNGIYSPHWNLNAN 
         80        90       100       110       120       130       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (14-42:203-231) 
 
                                10        20        30        40    
PAT___                  GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
            50        60        70        80                        
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                        
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.0  bits: 20.1 E():   63 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (26-62:202-237) 
 
                    10        20        30        40        50      
PAT___      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
          60        70        80                                    
PAT___ WHDVGFWQRDFELPAPPRPVRPVTQ                                    
        . .  :                                                      
gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (14-42:203-231) 
 
                                10        20        30        40    
PAT___                  GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
            50        60        70        80                        
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                        
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:74-88) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :..:  :  : : .:                
gi|170 FSQQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQLFPQSQQPQQQFSQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQ 
           110       120       130       140       150       160    
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.8 E():   64 
Smith-Waterman score: 47; 30.0% identity (65.0% similar) in 40 aa overlap (10-49:271-310) 
 
                                    10        20        30          
PAT___                      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. . .:::. :: ..: .  :  :. :.. 
gi|214 LRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVN 
              250       260       270       280       290       300 
 
      40        50        60        70        80                    
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                    
         ... :. :                                                   
gi|214 AGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.8  bits: 19.8 E():   64 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (9-58:87-132) 
 
                                     10        20        30         
PAT___                       GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
       40        50        60        70        80                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 9 aa overlap (69-77:23-31) 
 
       40        50        60        70        80                   
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                   
                                     :.:: :  :                      
gi|249         MAVQKYTMALFLAVALVAGPAAPTPPTPRTPPLLPPPRARDKATLTSRSVED 
                       10        20        30        40        50   
 
gi|249 INAASRRPWWASVPPADKFKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAE 
             60        70        80        90       100       110   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.1 E():   67 
Smith-Waterman score: 45; 35.7% identity (64.3% similar) in 14 aa overlap (67-80:66-79) 
 
         40        50        60        70        80                 
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                 
                                     ..: : .: .:  :                 
gi|170 LVPQLQQPLSQQPQQTFPQPQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQT 
          40        50        60        70        80        90      
 
gi|170 QQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQPQQQL 
         100       110       120       130       140       150      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.4  bits: 14.9 E():   68 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (55-71:2-18) 
 
           30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     : .:   :.  .  : :          
gi|244                              IGNEDCTPWMSTLITPLP          
                                            10                  
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 20 aa overlap (63-80:97-116) 
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             40        50        60        70          80           
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP--RPVRPVTQ           
                                     :. .  : :   .: .:..:           
gi|217 QPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPYPQPQPQYSQPQQPISQQQQQQQQQQQ 
         70        80        90       100       110       120       
 
gi|217 QQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLWQIPEQ 
        130       140       150       160       170       180       
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (40-61:147-168) 
 
      10        20        30        40        50        60          
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
      70        80                                                  
PAT___ APPRPVRPVTQ                                                  
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (26-67:390-431) 
 
                    10        20        30        40        50      
PAT___      GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
          60        70        80                              
PAT___ WHDVGFWQRDFELPAPPRPVRPVTQ                              
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 48; 20.8% identity (64.6% similar) in 48 aa overlap (5-49:84-130) 
 
                                         10        20           30  
PAT___                           GSTLYTHLLKSMEAQGFKSV---VAVIGLPNDPS 
                                     :: .  .. :. :.:.   . ... :.  : 
gi|281 IKEVTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGS 
            60        70        80        90       100       110    
 
              40        50        60        70        80 
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
       .  .... ::..:  ...                                
gi|281 ICKNRSI-YTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC   
           120        130       140       150            
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 41; 44.4% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  ::: .             
gi|167 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|167 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN               
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     130       140       150       160               
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (36-48:106-118) 
 
          10        20        30        40        50        60      
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
          70        80            
PAT___ FELPAPPRPVRPVTQ            
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 43; 21.9% identity (42.5% similar) in 73 aa overlap (1-69:93-165) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   :: .    ..: 
gi|386 ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNEEP 
             70        80        90       100       110       120   
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :..   :     . .:  .. : .   : :                  
gi|386 IAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNPNY 
            130       140       150       160       170       180   
 
gi|386 LALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEGGT 
            190       200       210       220       230       240   
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 19.0% identity (42.9% similar) in 84 aa overlap (1-80:95-178) 
 
                                             10        20        30 
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPNDP 
                                     :: .  .  :    .:   .: .    ..: 
gi|117 ACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNEEP 
           70        80        90       100       110       120     
 
               40        50            60        70        80       
PAT___ SVRLHEALGYTARGTLRAAG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQ       
        .  :  :.  : :..   :     . .:  .. : .   . :   .:.  : .       
gi|117 IAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNPNY 
          130       140       150       160       170       180     
 
gi|117 LALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLTGPFTVRYTTEGGT 
          190       200       210       220       230       240     
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (2-36:128-168) 
 
                                             10             20      
PAT___                              GSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
          30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
       : .:  : : .                                             
gi|292 LHKDQIVVLSDDDRCQGSRD                                    
       160       170                                           
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>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:55-69) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :..:  :  : : .:                
gi|106 FSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQT 
           30        40        50        60        70        80     
 
gi|106 QQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQ 
           90       100       110       120       130       140     
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.3  bits: 19.1 E():   89 
Smith-Waterman score: 56; 29.6% identity (63.0% similar) in 54 aa overlap (1-51:187-238) 
 
                                             10        20           
PAT___                               GSTLYTHLLKSMEAQGFKSVVAVIGLPND- 
                                     :: .: :: ::.  . . . .. .:  .   
gi|370 GGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDEGGV 
        160       170       180       190        200       210      
 
       30         40        50        60        70        80        
PAT___ -PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ        
        :...  .:::   . ....::::                                     
gi|370 APDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWI 
         220       230        240       250       260       270     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.6 E():   89 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (59-70:15-26) 
 
       30        40        50        60        70        80  
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ  
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (2-36:131-171) 
 
                                             10             20      
PAT___                              GSTLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
          30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
       : .:  : : .                                             
gi|312 LHKDQIVVLSDDDRCQGSRD                                    
              170       180                                    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.2  bits: 20.8 E():   89 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (15-52:160-196) 
 
                               10        20        30        40     
PAT___                 GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
           50        60        70        80                         
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                         
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
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>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (14-30:118-134) 
 
                                10        20        30        40    
PAT___                  GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
            50        60        70        80                        
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                        
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:74-88) 
 
             40        50        60        70        80             
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ             
                                     :..:  :  : : .:                
gi|170 FSQQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQPFPQSKQPQQPFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLV 
           110       120       130       140       150       160    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 43; 33.3% identity (46.7% similar) in 15 aa overlap (62-76:249-263) 
 
              40        50        60        70        80            
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ            
                                     :.. :  : :    :                
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 48; 20.7% identity (60.3% similar) in 58 aa overlap (1-55:204-261) 
 
                                             10           20        
PAT___                               GSTLYTHLLKSME---AQGFKSVVAVIGLP 
                                     ::  :. .....:   ..:.  .   .: : 
gi|135 GTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSGIVSGIEWATTNGMDVINMSLGGP 
           180       190       200       210       220       230    
 
        30        40        50        60        70        80        
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ        
       .  ..  . . .  :::.. .:.  ..:                                 
gi|135 SGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASF 
           240       250       260       270       280       290    
 
>>gi|10314021|gb|AAF80379.2| acidic Cyn d 1 isoallergen   (244 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 42; 32.0% identity (52.0% similar) in 25 aa overlap (56-79:194-211) 
 
          30        40        50        60        70         80     
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR-PVTQ     
                                     :  .  :. :     ::.:.. : :      
gi|103 LVKYAAGDGNIVGVDIKPKGSDEFLPMKQSWGAI--WRMD-----PPKPLKGPFTIRLTS 
           170       180       190         200            210       
 
gi|103 ESGGHVEQDDVIPEDWKPDTVYKSKIQF 
        220       230       240     
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:99-116) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|402 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEV 
       70        80        90       100       110       120         
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|402 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN               
      130       140       150                        
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 25.9% identity (48.3% similar) in 58 aa overlap (15-68:245-301) 
 
                               10        20        30            40 
PAT___                 GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA----LGY 
                                     .:...: : ::  .   :.   :    .:: 
gi|833 MIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWHPSHVQWTVARAGQMGY 
          220       230       240       250        260       270    
 
               50        60        70        80                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
         : .     .. :   : :  . ::..                                 
gi|833 HHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVK 
           280       290       300       310       320       330    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 25.9% identity (48.3% similar) in 58 aa overlap (15-68:245-301) 
 
                               10        20        30            40 
PAT___                 GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA----LGY 
                                     .:...: : ::  .   :.   :    .:: 
gi|212 MIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWHPSHVQWTVARAGQMGY 
          220       230       240       250        260       270    
 
               50        60        70        80                     
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ                     
         : .     .. :   : :  . ::..                                 
gi|212 HHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVK 
           280       290       300       310       320       330    
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|730 ERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|730 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN               
     130       140       150       160               
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
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                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|154 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN               
     130       140       150       160               
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|154 NAEKMKGAKEMAEKLLRAVESYLLAHTDEYN               
     130       140       150       160               
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|154 NAEKMKGAKEMAEKLLRAVESYLLAHTDEYN               
     130       140       150       160               
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|167 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|167 NAEKMKGAKEMAEKLLRAVESYLLAHTAEYN               
     130       140       150       160               
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|167 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
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gi|167 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN               
     130       140       150       160               
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|167 ERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|167 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN               
     130       140       150       160               
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (6-23:100-117) 
 
                                        10        20        30      
PAT___                          GSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                                     
gi|154 NAEEMKGAKEMAEKLLRAVESYLLAHTDEYN               
     130       140       150       160               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:53 2011 done: Wed Jan 19 14:40:53 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>PAT___: 104  - 183 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     6     8:==* 
  34    39    22:=======*===== 
  36    60    44:==============*===== 
  38    56    73:===================     * 
  40    80   102:===========================      * 
  42   117   125:=======================================  * 
  44   109   138:=====================================        * 
  46   147   140:==============================================*== 
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  48   140   134:============================================*== 
  50   119   122:========================================* 
  52   124   108:===================================*====== 
  54    95    92:==============================*= 
  56    49    77:=================        * 
  58    78    63:====================*===== 
  60    64    51:================*===== 
  62    28    41:==========   * 
  64    31    33:==========* 
  66    43    26:========*====== 
  68    10    20:====  * 
  70    23    16:=====*== 
  72    13    12:===*= 
  74    11    10:===* 
  76     3     8:= * 
  78    11     6:=*== 
  80     4     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     7     1:*== 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.48070.00326; mu= 7.9004 0.167 
 mean_var=31.7592 8.014, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.227583 
 Kolmogorov-Smirnov  statistic: 0.0291 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   63 25.1    0.82 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   63 25.1     0.9 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   63 25.1     0.9 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   62 24.8     1.1 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   58 23.4     2.8 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   57 23.1     3.5 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   56 22.8     4.1 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   56 22.8     4.3 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   56 22.8     4.4 
gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]  ( 224)   55 22.5     4.6 
gi|162797|gb|AAA30430.1| beta-casein precursor [Bo ( 224)   55 22.5     4.6 
gi|459292|gb|AAB29137.1| beta-casein A3 [Bos tauru ( 224)   55 22.5     4.6 
gi|162931|gb|AAA30480.1| beta-casein precursor [Bo ( 224)   55 22.5     4.6 
gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A ( 282)   55 22.5     5.8 
gi|170740|gb|AAA34290.1| gliadin [Triticum urartu] ( 296)   55 22.5     6.1 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   55 22.5     6.1 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 22.1       7 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   54 22.1       7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   51 21.2     7.7 
gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [S ( 153)   51 21.2     7.8 
gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum in ( 153)   51 21.2     7.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   55 22.5     7.8 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 20.5     9.9 
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gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.4      12 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   55 22.4      12 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   59 23.7      14 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   48 20.2      17 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   48 20.2      17 
gi|208605344|emb|CAR82265.1| D-type LMW glutenin s ( 359)   51 21.1      18 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   50 20.8      19 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   50 20.8      19 
gi|166317|gb|AAA32629.1| actinidin [Actinidia deli ( 380)   51 21.1      20 
gi|15984|emb|CAA34486.1| unnamed protein product [ ( 380)   51 21.1      20 
gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full= ( 380)   51 21.1      20 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   50 20.8      20 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   49 20.5      21 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   49 20.5      21 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   52 21.5      22 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   49 20.5      23 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   49 20.5      23 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   49 20.5      23 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   53 21.8      28 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   50 20.8      28 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   40 17.6      31 
gi|45510891|gb|AAS67043.1| venom phospholipase A1  ( 316)   48 20.2      32 
gi|45510889|gb|AAS67042.1| venom phospholipase A1  ( 316)   48 20.2      32 
gi|45510893|gb|AAS67044.1| venom phospholipase A1  ( 316)   48 20.2      32 
gi|169929|gb|AAB01374.1| beta-conglycinin storage  ( 639)   51 21.1      33 
gi|45510887|gb|AAS67041.1| venom phospholipase A1  ( 337)   48 20.2      34 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.5      35 
gi|226437844|gb|ACO56333.1| 2S albumin [Corylus av ( 147)   44 18.9      36 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   49 20.5      37 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   47 19.8      38 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   50 20.8      39 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   49 20.5      41 
gi|168419914|gb|ACA23876.1| Pas n 1 allergen precu ( 265)   46 19.5      42 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   45 19.2      43 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 18.2      43 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   45 19.2      43 
gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Ma ( 174)   44 18.9      43 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   46 19.5      43 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.5      45 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   43 18.5      45 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   46 19.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.5      49 
gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Ph (  42)   37 16.6      50 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 19.2      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 19.2      53 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.2      53 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.2      53 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.9      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 20.8      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   41 17.9      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   41 17.9      54 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   44 18.9      55 
gi|29292274|emb|CAD82912.1| precursor Can f II [Ca ( 179)   43 18.5      55 
gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Ven ( 227)   44 18.9      56 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.2      56 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 20.1      57 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 18.2      58 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   44 18.9      59 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   45 19.2      60 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   45 19.2      61 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   48 20.1      61 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   44 18.8      62 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   47 19.8      63 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   47 19.8      63 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   45 19.2      63 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   45 19.2      65 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   32 15.0      65 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.8      71 
gi|28569698|emb|CAD68071.1| manganese superoxide d ( 237)   43 18.5      73 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   46 19.5      75 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.9      77 
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gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   41 17.9      77 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   41 17.9      78 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.6      85 
gi|29292272|emb|CAD82911.1| precursor Can f II [Ca ( 177)   41 17.9      85 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      86 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.5      86 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   43 18.5      86 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.2      87 
gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Mi ( 180)   41 17.9      87 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      88 
gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus f ( 286)   43 18.5      88 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   43 18.5      90 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   43 18.5      93 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   44 18.8      93 
gi|10314021|gb|AAF80379.2| acidic Cyn d 1 isoaller ( 244)   42 18.2      94 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   40 17.5      96 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   40 17.5      96 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.5      96 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   40 17.5      96 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   40 17.5      96 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   40 17.5      96 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   40 17.5      96 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   40 17.5      96 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   40 17.5      96 
gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60 ( 392)   44 18.8      97 
gi|21215170|gb|AAM43909.1|AF464911_1 large subunit ( 392)   44 18.8      97 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      98 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      98 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   41 17.9      98 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   41 17.9      99 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   43 18.5      99 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   43 18.5      99 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  42 init1:  42 opt:  63  Z-score: 104.0  bits: 25.1 E(): 0.82 
Smith-Waterman score: 63; 26.9% identity (44.8% similar) in 67 aa overlap (12-74:83-149) 
 
                                  10        20        30        40  
PAT___                    STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|114 SGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEPIAPYHFDLSGKA 
             60        70        80        90       100       110   
 
              50            60        70        80                  
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
        :.:   :     .: :  :: : .   . ::  . :                        
gi|114 FGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNYLAVLVKYVADDG 
            120       130       140       150       160       170   
 
gi|114 DIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGKKVIAKDVIPANW 
            180       190       200       210       220       230   
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  42 init1:  42 opt:  63  Z-score: 103.3  bits: 25.1 E():  0.9 
Smith-Waterman score: 63; 26.9% identity (44.8% similar) in 67 aa overlap (12-74:107-173) 
 
                                  10        20        30        40  
PAT___                    STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|141 SGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEPIAPYHFDLSGKA 
         80        90       100       110       120       130       
 
              50            60        70        80                  
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
        :.:   :     .: :  :: : .   . ::  . :                        
gi|141 FGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNYLAVLVKYVADDG 
        140       150       160       170       180       190       
 
gi|141 DIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGKKVIAKDVIPANW 
        200       210       220       230       240       250       
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>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  42 init1:  42 opt:  63  Z-score: 103.3  bits: 25.1 E():  0.9 
Smith-Waterman score: 63; 26.9% identity (44.8% similar) in 67 aa overlap (12-74:107-173) 
 
                                  10        20        30        40  
PAT___                    STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|286 SGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEPIAPYHFDLSGKA 
         80        90       100       110       120       130       
 
              50            60        70        80                  
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
        :.:   :     .: :  :: : .   . ::  . :                        
gi|286 FGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNYLAVLVKYVADDG 
        140       150       160       170       180       190       
 
gi|286 DIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGKKVIAKDVIPANW 
        200       210       220       230       240       250       
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  62  Z-score: 101.5  bits: 24.8 E():  1.1 
Smith-Waterman score: 62; 26.9% identity (44.8% similar) in 67 aa overlap (12-74:107-173) 
 
                                  10        20        30        40  
PAT___                    STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|286 SGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDMNYEPIAPYHFDLSGKA 
         80        90       100       110       120       130       
 
              50            60        70        80                  
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
        :.:   :     .: :  :: : .   . ::  . :                        
gi|286 FGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNYVAVLVKFVADDG 
        140       150       160       170       180       190       
 
gi|286 DIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGKKVIAKDIIPANW 
        200       210       220       230       240       250       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 94.6  bits: 23.4 E():  2.8 
Smith-Waterman score: 58; 30.0% identity (66.0% similar) in 50 aa overlap (7-54:26-74) 
 
                                  10        20          30          
PAT___                    STLYTHLLKSMEAQGFKSVVAVIGL--PNDPSVRLHEALGY 
                                ::....: :::..::. .   : :    .. :.   
gi|226 ADAGYTPAAPAAAGAGGKATTDEQKLLEDVNA-GFKTAVAAAANVPPADKYKTFEAAFTA 
               10        20        30         40        50          
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
       ...... ::. :  :                                              
gi|226 SSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEV 
      60        70        80        90       100       110          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 92.6  bits: 23.1 E():  3.5 
Smith-Waterman score: 57; 31.0% identity (71.4% similar) in 42 aa overlap (23-63:124-164) 
 
                       10        20        30         40        50  
PAT___         STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY-TARGTLRAAGYK 
                                     .: :. ::. :..:..  :.::.: .:.   
gi|267 LGASGSGSVSSIAQGLEWAGNNGMHVANLSLGSPS-PSATLEQAVNSATSRGVLVVAASG 
           100       110       120        130       140       150   
 
              60        70        80                                
PAT___ HGGWHDVGFWQRDFELPAPPRPVRPVTQI                                
       ..:  ....  :                                                 
gi|267 NSGAGSISYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLN 
            160       170       180       190       200       210   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 91.4  bits: 22.8 E():  4.1 
Smith-Waterman score: 56; 29.3% identity (51.2% similar) in 41 aa overlap (9-49:93-133) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     : .: .:   :: .  .  .: .  :  :. 
gi|898 PPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEPIAAYHFDLA 
             70        80        90       100       110       120   
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
        :: :..   :                                                  
gi|898 GTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNYLALLVKYVDGD 
            130       140       150       160       170       180   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.0  bits: 22.8 E():  4.3 
Smith-Waterman score: 56; 29.3% identity (51.2% similar) in 41 aa overlap (9-49:104-144) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     : .: .:   :: .  .  .: .  :  :. 
gi|898 PPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEPIAAYHFDLA 
            80        90       100       110       120       130    
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
        :: :..   :                                                  
gi|898 GTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGPNYLALLVKYVDGD 
           140       150       160       170       180       190    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 90.8  bits: 22.8 E():  4.4 
Smith-Waterman score: 56; 29.3% identity (51.2% similar) in 41 aa overlap (9-49:111-151) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     : .: .:   :: .  .  .: .  :  :. 
gi|115 PPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNYEPIAAYHFDLA 
               90       100       110       120       130       140 
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
        :: :..   :                                                  
gi|115 GTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYDSKVTFHLEKGCGPNYLALLVKYVDGD 
              150       160       170       180       190       200 
 
>>gi|162805|gb|AAA30431.1| beta-casein [Bos taurus]       (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.5  bits: 22.5 E():  4.6 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:123-136) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     :.: :  ::.: :.                 
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162797|gb|AAA30430.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.5  bits: 22.5 E():  4.6 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:123-136) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     :.: :  ::.: :.                 
gi|162 TQTPVVVPPFLQPEVLGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPP 
            100       110       120       130       140       150   
 
gi|162 LLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPV 
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            160       170       180       190       200       210   
 
>>gi|459292|gb|AAB29137.1| beta-casein A3 [Bos taurus]    (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.5  bits: 22.5 E():  4.6 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:123-136) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     :.: :  ::.: :.                 
gi|459 TQTPVVVPPFLQPEVMGVSKVKEAMAPKQKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|459 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|162931|gb|AAA30480.1| beta-casein precursor [Bos ta  (224 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.5  bits: 22.5 E():  4.6 
Smith-Waterman score: 55; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:123-136) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     :.: :  ::.: :.                 
gi|162 TQTPVVVPPFLQPEVMGVSKVKEAMAPKHKEMPFPKYPVEPFTESQSLTLTDVENLHLPL 
            100       110       120       130       140       150   
 
gi|162 PLLQSWMHQPHQPLPPTVMFPPQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPV 
            160       170       180       190       200       210   
 
>>gi|170726|gb|AAA34283.1| pre-alpha-/beta-gliadin A-III  (282 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.7  bits: 22.5 E():  5.8 
Smith-Waterman score: 55; 35.0% identity (65.0% similar) in 20 aa overlap (62-79:97-116) 
 
              40        50        60        70          80          
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVTQI          
                                     :. .  : :  :.: .:..:           
gi|170 QQPFPSQQPYPQPQPFPPQLPYPQTQPFPPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
         70        80        90       100       110       120       
 
gi|170 QTLQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSSYQQLQQLCCQQLFQIPEQSRCQAI 
        130       140       150       160       170       180       
 
>>gi|170740|gb|AAA34290.1| gliadin [Triticum urartu]      (296 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.3  bits: 22.5 E():  6.1 
Smith-Waterman score: 55; 35.0% identity (65.0% similar) in 20 aa overlap (62-79:102-121) 
 
              40        50        60        70          80          
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVTQI          
                                     :. .  : :  :.: .:..:           
gi|170 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|170 QQQQQQQQQQQILPQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.3  bits: 22.5 E():  6.1 
Smith-Waterman score: 55; 35.0% identity (65.0% similar) in 20 aa overlap (62-79:102-121) 
 
              40        50        60        70          80          
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP--PRPVRPVTQI          
                                     :. .  : :  :.: .:..:           
gi|217 QQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQ 
              80        90       100       110       120       130  
 
gi|217 QQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQPLQQLCCQQLWQ 
             140       150       160       170       180       190  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 54; 29.3% identity (48.8% similar) in 41 aa overlap (9-49:110-150) 
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                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :  : .:   :: .  .  .: .  :  :. 
gi|105 APFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLA 
      80        90       100       110       120       130          
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
        :: :..   :                                                  
gi|105 GTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNYLALLVKYVDGD 
     140       150       160       170       180       190          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 54; 29.3% identity (48.8% similar) in 41 aa overlap (9-49:110-150) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :  : .:   :: .  .  .: .  :  :. 
gi|115 APFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLA 
      80        90       100       110       120       130          
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
        :: :..   :                                                  
gi|115 GTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYGSKVTFHLEKGCNPNYLALLVKYVDGD 
     140       150       160       170       180       190          
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 51; 36.1% identity (69.4% similar) in 36 aa overlap (16-47:70-105) 
 
                              10        20         30           40  
PAT___                STLYTHLLKSMEAQGFKSVVAVIGLP-NDPSVR-LHEALG--YTA 
                                     :. :...:: : : :... : ..:.  . : 
gi|121 AKFPQFAGKDLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKA 
      40        50        60        70        80        90          
 
              50        60        70        80              
PAT___ RGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI              
       ::  .:                                               
gi|121 RGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
     100       110       120       130       140       150  
 
>>gi|13183175|gb|AAK15088.1|AF240005_1 2S albumin [Sesam  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (35-68:105-136) 
 
           10        20        30        40        50        60     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|131 LEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
           70        80      
PAT___ FELPAPPRPVRPVTQI      
        .::                  
gi|131 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|209165427|gb|ACI41244.1| 2S albumin [Sesamum indicu  (153 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 51; 32.4% identity (64.7% similar) in 34 aa overlap (35-68:105-136) 
 
           10        20        30        40        50        60     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     ::.  ..:   . .::..:  ..:  .::  
gi|209 LEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQV--YQRA 
           80        90       100       110       120         130   
 
           70        80      
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PAT___ FELPAPPRPVRPVTQI      
        .::                  
gi|209 RDLPRRCNMRPQQCQFRVIFV 
            140       150    
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.4  bits: 22.5 E():  7.8 
Smith-Waterman score: 55; 29.2% identity (50.0% similar) in 48 aa overlap (15-55:67-113) 
 
                               10        20        30               
PAT___                 STLYTHLLKSMEAQGFKSVVAVIGLPNDPS-------VRLHEAL 
                                     ::. . .:.  : :::       : ...   
gi|495 SQGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQ-IDGVVKAPADPSKFKSDGWVSFYRID 
         40        50        60         70        80        90      
 
        40        50        60        70        80                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
       : :. ::    :  . .:                                           
gi|495 GLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
         100       110       120       130       140       150      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 84.6  bits: 20.5 E():  9.9 
Smith-Waterman score: 49; 36.0% identity (68.0% similar) in 25 aa overlap (6-29:33-57) 
 
                                        10        20         30     
PAT___                          STLYTHLLKSMEAQGFKSVVAVI-GLPNDPSVRLH 
                                     : . ..:::: .. .:..  : : :      
gi|217 DFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQ 
             10        20        30        40        50        60   
 
           40        50        60        70        80               
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI               
                                                                    
gi|217 HRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYP 
             70        80        90       100       110       120   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (8-32:144-168) 
 
                                      10        20        30        
PAT___                        STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|193 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
        40        50        60        70        80                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
                                                                    
gi|193 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDNIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 55; 28.0% identity (72.0% similar) in 25 aa overlap (8-32:144-168) 
 
                                      10        20        30        
PAT___                        STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     :  .. .:. ..:: . . :::...      
gi|556 TADFIKKLKPAAMTLGNHEFDHTPKGLAPYLAELNKEGIPTIVANLVMNNDPDLKSSKIP 
           120       130       140       150       160       170    
 
        40        50        60        70        80                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
                                                                    
gi|556 KSIKLTVGKRKIGIIGVLYDKTHEIAQTGKVTLSNAVEAVRREAAALKKDKIDIIVVLSH 
           180       190       200       210       220       230    
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 81.7  bits: 23.7 E():   14 
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Smith-Waterman score: 59; 27.1% identity (52.5% similar) in 59 aa overlap (7-58:481-539) 
 
                                       10        20        30       
PAT___                         STLYTHLLKSMEAQGFKSVVAVIGLPNDPS------ 
                                     ..:: .:.    ..:: .:::: :       
gi|203 ASERMTIVRALENLNVNTDGVDNMVNAMDEIIKSTDAEPAMRAAAVNALPNDASHMDRYK 
              460       470       480       490       500       510 
 
                40        50        60        70        80          
PAT___ -VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI          
        . . :..   :: .     .:.::   .                                
gi|203 SLVMDESMPNEARIAAFQKMMKNGGMSHIKDLFAVKGECMKNYVLTYVDNLKKSKNDLRR 
              520       530       540       550       560       570 
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (67-76:105-114) 
 
         40        50        60        70        80                 
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                 
                                     ::.: .:: :                     
gi|100 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|100 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 48; 60.0% identity (80.0% similar) in 10 aa overlap (67-76:105-114) 
 
         40        50        60        70        80                 
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                 
                                     ::.: .:: :                     
gi|217 KPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREM 
           80        90       100       110       120       130     
 
gi|217 QWDFVRLLVAPGQCNLATIHNVRYCPAVEQPLWI 
          140       150       160         
 
>>gi|208605344|emb|CAR82265.1| D-type LMW glutenin subun  (359 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 21.1 E():   18 
Smith-Waterman score: 51; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:60-74) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :. :  :  : :..:                
gi|208 PYPQQPYPSQQPYPSQQPFPTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPF 
      30        40        50        60        70        80          
 
gi|208 PQPQQPFPWQPQQPFPQTQQSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQP 
      90       100       110       120       130       140          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (66-76:85-96) 
 
          40        50        60        70         80               
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQI               
                                     .:: : :.: ::                   
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQVLQESTYQLVQQLCC 
          120       130       140       150       160       170     
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (66-76:92-103) 
 
          40        50        60        70         80               
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PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQI               
                                     .:: : :.: ::                   
gi|170 PYPQQQPFPSQQPYMQLQPFPQPQLPYPQPQLPYPQPQPFRPQQSYPQPQPQYSQPQQPI 
              70        80        90       100       110       120  
 
gi|170 SQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQSTYQLVQQFCC 
             130       140       150       160       170       180  
 
>>gi|166317|gb|AAA32629.1| actinidin [Actinidia delicios  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (51-67:48-65) 
 
               30        40        50         60        70          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :.: .....: :.: ::.             
gi|166 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
      80                                                            
PAT___ I                                                            
                                                                    
gi|166 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|15984|emb|CAA34486.1| unnamed protein product [Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (51-67:48-65) 
 
               30        40        50         60        70          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :.: .....: :.: ::.             
gi|159 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
      80                                                            
PAT___ I                                                            
                                                                    
gi|159 ADTNRSYKVGLNQFADLTDEEFRSTYLGFTSGSNKTKVSNRYEPRFGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|190358935|sp|P00785.4|ACTN_ACTCH RecName: Full=Acti  (380 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 51; 38.9% identity (83.3% similar) in 18 aa overlap (51-67:48-65) 
 
               30        40        50         60        70          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :.: .....: :.: ::.             
gi|190 LLILSLAFNAKNLTQRTNDEVKAMYESWLIKYGKSYNSLGEWERRFEIFKETLRFIDEHN 
        20        30        40        50        60        70        
 
      80                                                            
PAT___ I                                                            
                                                                    
gi|190 ADTNRSYKVGLNQFADLTDEEFRSTYLRFTSGSNKTKVSNRYEPRVGQVLPSYVDWRSAG 
        80        90       100       110       120       130        
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 50; 58.3% identity (75.0% similar) in 12 aa overlap (66-76:99-110) 
 
          40        50        60        70         80               
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAP-PRPVRPVTQI               
                                     .:: : :.: ::                   
gi|216 FPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQPQYSQPQQPI 
       70        80        90       100       110       120         
 
gi|216 SQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAYGSSQVLQQSTYQL 
      130       140       150       160       170       180         
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.5 E():   21 
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Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (62-79:65-82) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :  .  : : :: .:  :             
gi|130 QPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPI 
           40        50        60        70        80        90     
 
gi|130 SQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLW 
          100       110       120       130       140       150     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :  .  : : :: .:  :             
gi|170 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 21.5 E():   22 
Smith-Waterman score: 52; 30.0% identity (70.0% similar) in 40 aa overlap (9-48:270-309) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. ...:::. :: ..: .  :  :..:.. 
gi|289 LRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGGGKSKTLEDAVN 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
         ... :. :                                                   
gi|289 AGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGECTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :  .  : : :: .:  :             
gi|170 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|170 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :  .  : : :: .:  :             
gi|217 QPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|217 SQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQE 
          120       130       140       150       160       170     
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 49; 38.9% identity (50.0% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
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PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :  .  : : :: .:  :             
gi|473 QPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPI 
           60        70        80        90       100       110     
 
gi|473 SQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQ 
          120       130       140       150       160       170     
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.5  bits: 21.8 E():   28 
Smith-Waterman score: 53; 40.0% identity (66.7% similar) in 15 aa overlap (49-63:656-670) 
 
       20        30        40        50        60        70         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     : . : :.. : ::.                
gi|736 GQQGQQPGQGQQPGQGQPWYYPTSPQESGQGQQPGQWQQPGQWQQPGQGQPGYYLTSPLQ 
         630       640       650       660       670       680      
 
       80                                                           
PAT___ QI                                                           
                                                                    
gi|736 LGQGQQGYYPTSLQQPGQGQQPGQWQQSGQGQHGYYPTSPQLSGQGQRPGQWLQPGQGQQ 
         690       700       710       720       730       740      
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.8 E():   28 
Smith-Waterman score: 50; 46.2% identity (76.9% similar) in 13 aa overlap (60-72:400-412) 
 
      30        40        50        60        70        80          
PAT___ SVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI          
                                     : :..: .: ::.                  
gi|739 LTQQQFPRPQQSPEQQQFPQQQFPQQPPQQFPQQQFPIPYPPQQSEEPSPYQQYPQQQPS 
     370       380       390       400       410       420          
 
gi|739 GSDVISISGL 
     430          
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 17.6 E():   31 
Smith-Waterman score: 40; 66.7% identity (100.0% similar) in 6 aa overlap (50-55:45-50) 
 
      20        30        40        50        60        70          
PAT___ VAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     :..:::                         
gi|320 AAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG                        
           20        30        40        50                         
 
      80 
PAT___ I 
 
>>gi|45510891|gb|AAS67043.1| venom phospholipase A1 3 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (44-75:6-37) 
 
            20        30        40        50        60        70    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
            80                                                      
PAT___ VRPVTQI                                                      
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510889|gb|AAS67042.1| venom phospholipase A1 2 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (44-75:6-37) 
 
            20        30        40        50        60        70    
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PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
            80                                                      
PAT___ VRPVTQI                                                      
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|45510893|gb|AAS67044.1| venom phospholipase A1 4 pr  (316 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (44-75:6-37) 
 
            20        30        40        50        60        70    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455                          ADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                                        10        20        30      
 
            80                                                      
PAT___ VRPVTQI                                                      
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
          40        50        60        70        80        90      
 
>>gi|169929|gb|AAB01374.1| beta-conglycinin storage prot  (639 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 75.1  bits: 21.1 E():   33 
Smith-Waterman score: 51; 37.5% identity (54.2% similar) in 24 aa overlap (51-73:88-111) 
 
               30        40        50         60        70          
PAT___ AVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG-GWHDVGFWQRDFELPAPPRPVRPVTQ 
                                     .::   .: :   : : .: : .:       
gi|169 CNLLKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEH 
        60        70        80        90       100       110        
 
      80                                                            
PAT___ I                                                            
                                                                    
gi|169 EQKEEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEE 
       120       130       140       150       160       170        
 
>>gi|45510887|gb|AAS67041.1| venom phospholipase A1 1 pr  (337 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 20.2 E():   34 
Smith-Waterman score: 48; 34.4% identity (53.1% similar) in 32 aa overlap (44-75:27-58) 
 
            20        30        40        50        60        70    
PAT___ QGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRP 
                                     ::: .   .:   :  : ..:.:: .  :  
gi|455     MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRD 
                   10        20        30        40        50       
 
            80                                                      
PAT___ VRPVTQI                                                      
        :                                                           
gi|455 KRNGIILKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKALIEIDNFLVIS 
         60        70        80        90       100       110       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 43; 35.3% identity (76.5% similar) in 17 aa overlap (47-63:16-32) 
 
         20        30        40        50        60        70       
PAT___ KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP 
                                     :: .:.:.. . ::. .              
gi|131                AFKGILSNADIKAAEAACFKEGSFDEDGFYAKVGLDAFSADELKK 
                              10        20        30        40      
 
         80                                                         
PAT___ VTQI                                                         
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gi|131 LFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGAL 
          50        60        70        80        90       100      
 
>>gi|226437844|gb|ACO56333.1| 2S albumin [Corylus avella  (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 44; 21.4% identity (75.0% similar) in 28 aa overlap (1-28:8-35) 
 
                      10        20        30        40        50    
PAT___        STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 
              ..:.. ::   .: .:....... . .:                          
gi|226 MARLATLAALFAALLLVAHAAAFRTTITTVDVDEDIVNQQGRRGESCREQAQRQQNLNQC 
               10        20        30        40        50        60 
 
            60        70        80                                  
PAT___ GWHDVGFWQRDFELPAPPRPVRPVTQI                                  
                                                                    
gi|226 QRYMRQQSQYGSYDGSNQQQQQELEQCCQQLRQMDERCRCEGLRQAVMQQQGEMRGEEMR 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (9-37:271-299) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. .:.:::. :: ..: .  :  :  :.  
gi|458 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
              250       260       270       280       290       300 
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
                                                                    
gi|458 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 42.9% identity (64.3% similar) in 14 aa overlap (66-79:104-117) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     .:: : .: .:  :                 
gi|170 YPHQPQQQFPQTQQPQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQ 
            80        90       100       110       120       130    
 
gi|170 PFPQPQQQFPQPQQPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCNHVSLVSSLVSIIL 
           140       150       160       170       180       190    
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.8  bits: 20.8 E():   39 
Smith-Waterman score: 50; 29.7% identity (64.9% similar) in 37 aa overlap (25-61:202-237) 
 
                     10        20        30        40        50     
PAT___       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:. .::  :: :. .. : 
gi|135 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLASSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
           60        70        80                                   
PAT___ WHDVGFWQRDFELPAPPRPVRPVTQI                                   
        . .  :                                                      
gi|135 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (9-37:270-298) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
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                                     :. .:.:::. :: ..: .  :  :  :.  
gi|120 LRSNGSGTMSDVVKGVEWAAEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVN 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
                                                                    
gi|120 AAVDAGMHFAVAAGNDNADACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGL 
     300       310       320       330       340       350          
 
>>gi|168419914|gb|ACA23876.1| Pas n 1 allergen precursor  (265 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 46; 24.5% identity (45.3% similar) in 53 aa overlap (12-60:105-157) 
 
                                  10        20        30        40  
PAT___                    STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTA 
                                     : .:   .: .  .  .: .  :  :.  : 
gi|168 YNGFTACGNPPIFKDGKGCGSCYEIRCNKPECSGQPVTVFITDMNYEPIAPYHFDLSGKA 
           80        90       100       110       120       130     
 
              50            60        70        80                  
PAT___ RGTLRAAGY----KHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
        :..   :     .: :  :. :                                      
gi|168 FGAMAKPGLNDKLRHYGIFDLEFRRVRCKYQGGQKIVFHVEKGSNPNYLAMLVKFVADDG 
          140       150       160       170       180       190     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (10-31:98-119) 
 
                                    10        20        30          
PAT___                      STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
        70        80        90       100       110       120        
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
                                                                    
gi|256 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
       130       140       150       160       170       180        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 42; 26.4% identity (49.1% similar) in 53 aa overlap (10-54:17-69) 
 
                      10        20           30             40      
PAT___        STLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|117 MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSQ 
               10        20        30        40        50        60 
 
          50        60        70        80                 
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                 
       . :.   ::                                           
gi|117 KLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 45; 27.3% identity (72.7% similar) in 22 aa overlap (10-31:99-120) 
 
                                    10        20        30          
PAT___                      STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     :.. ..:  ..  .:.:.. ::         
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVVEDLPEGP 
       70        80        90       100       110       120         
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
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gi|187 AVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVV 
      130       140       150       160       170       180         
 
>>gi|3121745|sp|O18873.1|ALL1_CANFA RecName: Full=Major   (174 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.0  bits: 18.9 E():   43 
Smith-Waterman score: 44; 32.0% identity (48.0% similar) in 25 aa overlap (53-77:33-56) 
 
             30        40        50        60        70        80   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI   
                                     : :. .     : :.:  :  : :.      
gi|312 TLLLTIGFSLIAILQAQDTPALGKDTVAVSGKWY-LKAMTADQEVPEKPDSVTPMILKAQ 
             10        20        30         40        50        60  
 
gi|312 KGGNLEAKITMLTNGQCQNITVVLHKTSEPGKYTAYEGQRVVFIQPSPVRDHYILYCEGE 
              70        80        90       100       110       120  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (62-72:235-245) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :..: .: ::.                    
gi|208 FPQQQFPQQEFPQQQQFPQQQIAQQPQQLPQQQFPIPYPPQQSQEPSPYQQYPQQQPSGS 
          210       220       230       240       250       260     
 
gi|208 DVISICGL 
          270   
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 46; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:29-43) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :..:  :  : : .:                
gi|624   MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQP 
                 10        20        30        40        50         
 
gi|624 QHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQ 
       60        70        80        90       100       110         
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (49-72:40-63) 
 
       20        30        40        50        60        70         
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVT 
                                     ::. :.:  .. .. .:.  :  :       
gi|126 CFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQATNRNTDGST 
      10        20        30        40        50        60          
 
       80                                                           
PAT___ QI                                                           
                                                                    
gi|126 DYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDGNGMNAWVAW 
      70        80        90       100       110       120          
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:92-102) 
 
        40        50        60        70        80                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
                                     :.:::   :..                    
gi|249 GRQRLASRQPWPPLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAY 
              70        80        90       100       110       120  
 
gi|249 KAAEAHPRGQVRRLRHCPHRSLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAA 
             130       140       150       160       170       180  
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 29.8% identity (48.9% similar) in 47 aa overlap (5-51:100-138) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .       : ..: 
gi|730 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKI-------SSKFH 
      70        80        90       100       110              120   
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
        : ::   .. .  : :                              
gi|730 -AKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN        
             130       140       150       160        
 
>>gi|41017429|sp|P83542.1|PA1_POLGA RecName: Full=Phosph  (42 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 71.9  bits: 16.6 E():   50 
Smith-Waterman score: 37; 36.8% identity (57.9% similar) in 19 aa overlap (57-75:5-23) 
 
         30        40        50        60        70        80       
PAT___ NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI       
                                     :  : ..:.:: .  :  :            
gi|410                           GITPDCTFNEKDIELHVYSRDKRNGIILKKEILK 
                                         10        20        30     
 
gi|410 NYDLFKES 
           40   
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (67-73:233-239) 
 
         40        50        60        70        80            
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :: ::.:                   
gi|422 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            210       220       230       240       250        
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 20.3% identity (49.2% similar) in 59 aa overlap (18-72:111-169) 
 
                            10        20        30        40        
PAT___              STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRA 
                                     ... :  . ..: .  :  :.  : :..   
gi|109 GNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAK 
               90       100       110       120       130       140 
 
            50        60        70        80                        
PAT___ AG----YKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                        
        :     ...:  :. : .   . ::  .                                
gi|109 DGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYLALLVKYVAGDGDVVEVE 
              150       160       170       180       190       200 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (16-30:11-25) 
 
               10        20        30        40        50        60 
PAT___ STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
                      : .:..:.:: ..:.                               
gi|300      MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTAN 
                    10        20        30        40        50      
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 42; 40.0% identity (86.7% similar) in 15 aa overlap (16-30:11-25) 
 
               10        20        30        40        50        60 
PAT___ STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGF 
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                      : .:..:.:: ..:.                               
gi|300      MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTAN 
                    10        20        30        40        50      
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 41; 26.4% identity (49.1% similar) in 53 aa overlap (10-54:17-69) 
 
                      10        20           30             40      
PAT___        STLYTHLLKSMEAQGFKSVVAVIGLPNDP---SVRLHEALG-----YTARGTL 
                       :  :. .:.:.. .:.  :    :  :.:  :       . :.  
gi|215 MKYLAAFLLLGLAGNSSPSAEDIKTVLSSVGIDADEERLSSLLKELEGKDINELISSGSE 
               10        20        30        40        50        60 
 
          50        60        70        80                 
PAT___ RAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                 
       . :.   ::                                           
gi|215 KLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
               70        80        90       100       110  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 51; 34.8% identity (52.2% similar) in 23 aa overlap (49-70:707-729) 
 
       20        30        40        50        60         70        
PAT___ VVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFW-QRDFELPAPPRPVRPV 
                                     : . : : . : : :  . : .:        
gi|217 PGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQ 
        680       690       700       710       720       730       
 
        80                                                          
PAT___ TQI                                                          
                                                                    
gi|217 QPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAE 
        740       750       760       770       780       790       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (12-42:35-67) 
 
                                  10        20           30         
PAT___                    STLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       40        50        60        70        80        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI        
         ::                                              
gi|191 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 41; 32.4% identity (58.8% similar) in 34 aa overlap (12-42:35-67) 
 
                                  10        20           30         
PAT___                    STLYTHLLKSMEAQGFKSVVA---VIGLPNDPSVRLHEALG 
                                     :: :: .. .   ..:   ::.. :  ..: 
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG-EADPNAGLGSVFG 
           10        20        30        40        50         60    
 
       40        50        60        70        80        
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI        
         ::                                              
gi|730 RLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 44; 31.2% identity (53.1% similar) in 32 aa overlap (42-61:154-185) 
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              20        30        40        50                      
PAT___ EAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK-----HG----GW---HDVG 
                                     .: ::.:::.     :.    ::   . .  
gi|142 GDQEIQAAIMNHGPVVIYIHGTEAHFRNLRKGILRGAGYNDAQIDHAVVLVGWGTQNGID 
           130       140       150       160       170       180    
 
      60        70        80                  
PAT___ FWQRDFELPAPPRPVRPVTQI                  
       .:                                     
gi|142 YWIVRTSWGTQWGDAGYGFVERHHNSLGINNYPIYASL 
           190       200       210       220  
 
>>gi|29292274|emb|CAD82912.1| precursor Can f II [Canis   (179 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.5 E():   55 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (1-35:130-170) 
 
                                              10             20     
PAT___                               STLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
     100       110       120       130       140       150          
 
           30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
       : .:  : : .                                              
gi|292 LHKDQIVVLSDDDRCQGSRD                                     
     160       170                                              
 
>>gi|137395|sp|P10736.1|VA52_DOLMA RecName: Full=Venom a  (227 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (10-28:44-62) 
 
                                    10        20        30          
PAT___                      STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGY 
                                     ::. .  ..:: . :: ::            
gi|137 TIINLSFGETNNYCKIKCRKGIHTLCKFGTSMKPNCGRNVVKAYGLTNDEKNEILKRHND 
            20        30        40        50        60        70    
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
                                                                    
gi|137 FRQNVAKGLETRGKPGPQPPAKNMNVLVWNDELAKIAQTWANQCDFNHDDCRNTAKYQVG 
            80        90       100       110       120       130    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (67-73:261-267) 
 
         40        50        60        70        80            
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :: ::.:                   
gi|109 PEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
              240       250       260       270       280      
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.9  bits: 20.1 E():   57 
Smith-Waterman score: 48; 41.7% identity (70.8% similar) in 24 aa overlap (7-30:104-126) 
 
                                       10        20        30       
PAT___                         STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA 
                                     .::.  ..:.:: .:  :: :: .       
gi|572 CNSLKARPVLGRVYQGKEPPQFVAIFQPMLVLKGGLSSGYKSYIADKGL-NDETYTADSV 
            80        90       100       110       120        130   
 
         40        50        60        70        80                 
PAT___ LGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                 
                                                                    
gi|572 ALIRLSGTSVHNNKAVQVDAVATSLNSNECFLLQSGSSVFSWHGNQSTYEQQQLAAKVAE 
            140       150       160       170       180       190   
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>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (66-74:92-100) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     : :: :.::                      
gi|738 PAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPA 
              70        80        90       100       110       120  
 
gi|738 EGEKPAEEEKPITEAAETATTEVPVEKTEE 
             130       140       150  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 44; 60.0% identity (60.0% similar) in 10 aa overlap (70-79:47-56) 
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
                                     : :: ::  :                     
gi|169 SYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTM 
         20        30        40        50        60        70       
 
gi|169 KLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYLVLYRNGIYSPHWNLNAN 
         80        90       100       110       120       130       
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (13-41:203-231) 
 
                                 10        20        30        40   
PAT___                   STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|668 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             50        60        70        80                       
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                       
                                                                    
gi|668 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 45; 34.5% identity (58.6% similar) in 29 aa overlap (13-41:203-231) 
 
                                 10        20        30        40   
PAT___                   STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :.:.  :.:.    .  :..  ::: : :  
gi|833 GSETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFAL 
            180       190       200       210       220       230   
 
             50        60        70        80                       
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                       
                                                                    
gi|833 EAYAFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSAT 
            240       250       260       270       280       290   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.2  bits: 20.1 E():   61 
Smith-Waterman score: 48; 29.7% identity (62.2% similar) in 37 aa overlap (25-61:202-237) 
 
                     10        20        30        40        50     
PAT___       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     ::.  ..: ...:  .::  :: :. .. : 
gi|333 FYAPELLYYANKYNGVFQECCQAEDKGACLLPKIETMR-EKVLTSSARQRLRCASIQKFG 
             180       190       200        210       220       230 
 
           60        70        80                                   
PAT___ WHDVGFWQRDFELPAPPRPVRPVTQI                                   
        . .  :                                                      
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gi|333 ERALKAWSVARLSQKFPKAEFVEVTKLVTDLTKVHKECCHGDLLECADDRADLAKYICDN 
              240       250       260       270       280       290 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:74-88) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :..:  :  : : .:                
gi|170 FSQQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQLFPQSQQPQQQFSQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQ 
           110       120       130       140       150       160    
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 30.0% identity (65.0% similar) in 40 aa overlap (9-48:271-310) 
 
                                     10        20        30         
PAT___                       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG 
                                     :. . .:::. :: ..: .  :  :. :.. 
gi|214 LRSSGSGTMSDVVAGVEWAVKSHLKKVKDAKDGKIKGFKGSVANMSLGGGKSRTLEAAVN 
              250       260       270       280       290       300 
 
       40        50        60        70        80                   
PAT___ YTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                   
         ... :. :                                                   
gi|214 AGVEAGLHFAVAAGNDNADACNYSPAAAENPITVGASTLQDERAYFSNYGKCTDIFAPGL 
              310       320       330       340       350       360 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 26.0% identity (54.0% similar) in 50 aa overlap (8-57:87-132) 
 
                                      10        20        30        
PAT___                        STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEAL 
                                     : ..  ...  ..:: .: :  .. . ..  
gi|108 VDIAVAAARKAFEGSWRQETPENRGKLLNNLANLFEKNIDLLAAVESLDNGKAISMAKGD 
         60        70        80        90       100       110       
 
        40        50        60        70        80                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
            : ::   : .::: :                                         
gi|108 ISMCVGCLR---Y-YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAW 
        120           130       140       150       160       170   
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 9 aa overlap (68-76:23-31) 
 
        40        50        60        70        80                  
PAT___ GYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                  
                                     :.:: :  :                      
gi|249         MAVQKYTMALFLAVALVAGPAAPTPPTPRTPPLLPPPRARDKATLTSRSVED 
                       10        20        30        40        50   
 
gi|249 INAASRRPWWASVPPADKFKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAE 
             60        70        80        90       100       110   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 19.2 E():   65 
Smith-Waterman score: 45; 35.7% identity (64.3% similar) in 14 aa overlap (66-79:66-79) 
 
          40        50        60        70        80                
PAT___ ALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                
                                     ..: : .: .:  :                 
gi|170 LVPQLQQPLSQQPQQTFPQPQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQT 
          40        50        60        70        80        90      
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gi|170 QQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQPQQQL 
         100       110       120       130       140       150      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.8  bits: 15.0 E():   65 
Smith-Waterman score: 32; 29.4% identity (47.1% similar) in 17 aa overlap (54-70:2-18) 
 
            30        40        50        60        70        80 
PAT___ GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                     : .:   :.  .  : :           
gi|244                              IGNEDCTPWMSTLITPLP           
                                            10                   
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 20 aa overlap (62-79:97-116) 
 
              40        50        60        70          80          
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPP--RPVRPVTQI          
                                     :. .  : :   .: .:..:           
gi|217 QPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPYPQPQPQYSQPQQPISQQQQQQQQQQQ 
         70        80        90       100       110       120       
 
gi|217 QQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLWQIPEQ 
        130       140       150       160       170       180       
 
>>gi|28569698|emb|CAD68071.1| manganese superoxide dismu  (237 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (39-60:147-168) 
 
       10        20        30        40        50        60         
PAT___ KSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELP 
                                     . :  : .: : . .::  .:.         
gi|285 TMAPQSQGGGQLNDGPLKQAIDKEFGDFEKFKAAFTAKALGIQGSGWCWLGLSKTGSLDL 
        120       130       140       150       160       170       
 
       70        80                                                 
PAT___ APPRPVRPVTQI                                                 
                                                                    
gi|285 VVAKDQDTLTTHHPIIGWDGWEHAWYLQYKNDKASYLKQWWNVVNWSEAESRYSEGLKAS 
        180       190       200       210       220       230       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 23.8% identity (57.1% similar) in 42 aa overlap (25-66:390-431) 
 
                     10        20        30        40        50     
PAT___       STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGG 
                                     . .: . :: : ..   :   .: ..  .. 
gi|845 HKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLGEAESFTMAN 
     360       370       380       390       400       410          
 
           60        70        80                             
PAT___ WHDVGFWQRDFELPAPPRPVRPVTQI                             
        . :  .::..:                                           
gi|845 IQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASASKVYVLEDEQ 
     420       430       440       450       460       470    
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 48; 20.8% identity (64.6% similar) in 48 aa overlap (4-48:84-130) 
 
                                          10           20        30 
PAT___                            STLYTHLLKSMEAQGFKSV---VAVIGLPNDPS 
                                     :: .  .. :. :.:.   . ... :.  : 
gi|281 IKEVTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGS 
            60        70        80        90       100       110    
 
               40        50        60        70        80 
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
       .  .... ::..:  ...                                 
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gi|281 ICKNRSI-YTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC    
           120        130       140       150             
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 44.4% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  ::: .             
gi|167 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|167 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN                
     130       140       150       160                
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 53.8% identity (76.9% similar) in 13 aa overlap (35-47:106-118) 
 
           10        20        30        40        50        60     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     :. :: .: ::.:                  
gi|606 FCALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAA 
          80        90       100       110       120       130      
 
           70        80           
PAT___ FELPAPPRPVRPVTQI           
                                  
gi|606 VDEIDEDGSGKIEFEEFWELMAGEAD 
         140       150       160  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.6  bits: 15.6 E():   85 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 12 aa overlap (58-69:15-26) 
 
        30        40        50        60        70        80 
PAT___ DPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                     . . :.:  .::            
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                               10        20        30        
 
>>gi|29292272|emb|CAD82911.1| precursor Can f II [Canis   (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (1-35:128-168) 
 
                                              10             20     
PAT___                               STLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|292 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
       100       110       120       130       140       150        
 
           30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
       : .:  : : .                                              
gi|292 LHKDQIVVLSDDDRCQGSRD                                     
       160       170                                            
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 24.4% identity (48.8% similar) in 41 aa overlap (40-80:116-156) 
 
      10        20        30        40        50        60          
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                     .. : :..    .   .:    : :. :   
gi|218 ESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDTIQNDISLLI 
          90       100       110       120       130       140      
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      70        80                                                  
PAT___ PPRPVRPVTQI                                                  
         .:: : :..                                                  
gi|218 LSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDRCN 
         150       160       170       180       190       200      
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 24.4% identity (48.8% similar) in 41 aa overlap (40-80:116-156) 
 
      10        20        30        40        50        60          
PAT___ SMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA 
                                     .. : :..    .   .:    : :. :   
gi|218 ESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDTIQNDISLLI 
          90       100       110       120       130       140      
 
      70        80                                                  
PAT___ PPRPVRPVTQI                                                  
         .:: : :..                                                  
gi|218 LSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDRCN 
         150       160       170       180       190       200      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:55-69) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :..:  :  : : .:                
gi|106 FSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQT 
           30        40        50        60        70        80     
 
gi|106 QQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQ 
           90       100       110       120       130       140     
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 19.2 E():   87 
Smith-Waterman score: 48; 28.3% identity (62.3% similar) in 53 aa overlap (1-50:188-238) 
 
                                             10        20           
PAT___                               STLYTHLLKSMEAQGFKSVVAVIGLPND-- 
                                     : .: :: ::.  . . . .. .:  .    
gi|370 GSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHL-KSLTKKKYGQSAGNVGDEGGVA 
       160       170       180       190        200       210       
 
       30         40        50        60        70        80        
PAT___ PSVRL-HEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI        
       :...  .:::   . ....::::                                      
gi|370 PDIKTAKEALDLIV-SAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
        220       230        240       250       260       270      
 
>>gi|3121746|sp|O18874.1|ALL2_CANFA RecName: Full=Minor   (180 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 45; 31.7% identity (58.5% similar) in 41 aa overlap (1-35:131-171) 
 
                                              10             20     
PAT___                               STLYTHLL-KSMEAQ-----GFKSVVAVIG 
                                     ..: .::. ...  :     .:.::   :: 
gi|312 EYWGHNDLYLAEVDPKSYLILYMINQYNDDTSLVAHLMVRDLSRQQDFLPAFESVCEDIG 
              110       120       130       140       150       160 
 
           30        40        50        60        70        80 
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
       : .:  : : .                                              
gi|312 LHKDQIVVLSDDDRCQGSRD                                     
              170       180                                     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 67.3  bits: 20.8 E():   88 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (14-51:160-196) 
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                                10        20        30        40    
PAT___                  STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARG 
                                     :: ..  .. :::.  ..: :..:    .: 
gi|278 RGPPGPPGKAGEDGHPGKPGRPGERGVVGPQGARGFPGTPGLPGFKGIRGHNGLD-GLKG 
     130       140       150       160       170       180          
 
            50        60        70        80                        
PAT___ TLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                        
          : : :                                                     
gi|278 QPGAPGVKGEPGAPGENGTPGQTGARGLPGERGRVGAPGPAGARGSDGSVGPVGPAGPIG 
      190       200       210       220       230       240         
 
>>gi|3005839|emb|CAA04959.1| rAsp f 4 [Aspergillus fumig  (286 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:118-134) 
 
                                 10        20        30        40   
PAT___                   STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|300 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
        90       100       110       120       130       140        
 
             50        60        70        80                       
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                       
                                                                    
gi|300 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
       150       160       170       180       190       200        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 43; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:74-88) 
 
              40        50        60        70        80            
PAT___ RLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI            
                                     :..:  :  : : .:                
gi|170 FSQQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQT 
            50        60        70        80        90       100    
 
gi|170 QQPQQPFPQSKQPQQPFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLV 
           110       120       130       140       150       160    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 43; 33.3% identity (46.7% similar) in 15 aa overlap (61-75:249-263) 
 
               40        50        60        70        80           
PAT___ VRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI           
                                     :.. :  : :    :                
gi|144 GCNEPSCSHTKAVKYLTECIKHECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYP 
      220       230       240       250       260       270         
 
gi|144 ARGAFYAPVEANAPYCHNEGIKL 
      280       290       300  
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.8 E():   93 
Smith-Waterman score: 44; 28.6% identity (61.2% similar) in 49 aa overlap (11-53:121-169) 
 
                                   10           20           30     
PAT___                     STLYTHLLKSMEAQGFKSV---VAVI--GLP-NDPSVRLH 
                                     ..:::::..   :::.  :.  . :.. .  
gi|135 PDVAYVEEDHVAHALAQTVPYGIPLIKADKVQAQGFKGANVKVAVLDTGIQASHPDLNVV 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI               
        . ...:  .  . :  ::                                          
gi|135 GGASFVAGEAYNTDGNGHGTHVAGTVAALDNTTGVLGVAPSVSLYAVKVLNSSGSGTYSG 
              160       170       180       190       200       210 
 
>>gi|10314021|gb|AAF80379.2| acidic Cyn d 1 isoallergen   (244 aa) 
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 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 42; 32.0% identity (52.0% similar) in 25 aa overlap (55-78:194-211) 
 
           30        40        50        60        70         80    
PAT___ LPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVR-PVTQI    
                                     :  .  :. :     ::.:.. : :      
gi|103 LVKYAAGDGNIVGVDIKPKGSDEFLPMKQSWGAI--WRMD-----PPKPLKGPFTIRLTS 
           170       180       190         200            210       
 
gi|103 ESGGHVEQDDVIPEDWKPDTVYKSKIQF 
        220       230       240     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:99-116) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|402 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEV 
       70        80        90       100       110       120         
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|402 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN                
      130       140       150                         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|154 NAEKMKGAKEMAEKLLRAVESYLLAHTDEYN                
     130       140       150       160                
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|730 ERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|730 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN                
     130       140       150       160                
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
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PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|154 NAEEMKGAKEMAEKLLRAVESYLLAHTDEYN                
     130       140       150       160                
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|154 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN                
     130       140       150       160                
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|167 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|167 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN                
     130       140       150       160                
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|167 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|167 NAEKMKGAKEMAEKLLRAVESYLLAHTAEYN                
     130       140       150       160                
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|154 ERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|154 NAEKMKGAKEMAEKLLRAVESYLLAHTDEYN                
     130       140       150       160                
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
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Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (5-22:100-117) 
 
                                         10        20        30     
PAT___                           STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLH 
                                     .: :: . : :  :.: .             
gi|167 ERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEV 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
PAT___ EALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI 
                                                      
gi|167 NAEEMKGAKEMAEKLLRAVESYLLAHTAEYN                
     130       140       150       160                
 
>>gi|83305621|sp|Q8NKF4.2|RL3_ASPFU RecName: Full=60S ri  (392 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 44; 25.9% identity (48.3% similar) in 58 aa overlap (14-67:245-301) 
 
                                10        20        30              
PAT___                  STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA----LGY 
                                     .:...: : ::  .   :.   :    .:: 
gi|833 MIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWHPSHVQWTVARAGQMGY 
          220       230       240       250        260       270    
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
         : .     .. :   : :  . ::..                                 
gi|833 HHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVK 
           280       290       300       310       320       330    
 
>>gi|21215170|gb|AAM43909.1|AF464911_1 large subunit rib  (392 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 44; 25.9% identity (48.3% similar) in 58 aa overlap (14-67:245-301) 
 
                                10        20        30              
PAT___                  STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEA----LGY 
                                     .:...: : ::  .   :.   :    .:: 
gi|212 MIDVIAVTKGHGFQGVTSRWGTKKLPRKTHKGLRKV-ACIGAWHPSHVQWTVARAGQMGY 
          220       230       240       250        260       270    
 
      40        50        60        70        80                    
PAT___ TARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                    
         : .     .. :   : :  . ::..                                 
gi|212 HHRTSCNHKVFRIGKGSDEGNASTDFDISKKQITPMGGFVRYGEVKNDYIMVKGSVPGVK 
           280       290       300       310       320       330    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (35-58:66-87) 
 
           10        20        30        40        50        60     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|113 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
 
           70        80                                             
PAT___ FELPAPPRPVRPVTQI                                             
                                                                    
gi|113 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 41.7% identity (54.2% similar) in 24 aa overlap (35-58:66-87) 
 
           10        20        30        40        50        60     
PAT___ THLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRD 
                                     .::.  :.:   : :   : : ::       
gi|166 VNETRSLQACEALNIIDKCWRGKADWENNRQALADCAQGF--AKGTYGGKWGDVYTVTSN 
          40        50        60        70          80        90    
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           70        80                                             
PAT___ FELPAPPRPVRPVTQI                                             
                                                                    
gi|166 LDDDVANPKEGTLRFAAAQNRPLWIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGG 
           100       110       120       130       140       150    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 41; 36.4% identity (63.6% similar) in 11 aa overlap (53-63:99-109) 
 
             30        40        50        60        70        80   
PAT___ IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI   
                                     : :.  .:: .                    
gi|116 LEQYDRFPHGHPTRYGNFPAQWRTFWDRTGGQWQTGAFWGKYAGLFISTGTQGGGQESTA 
       70        80        90       100       110       120         
 
gi|116 LAAMSTLSHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELT 
      130       140       150       160       170       180         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 39.1% identity (60.9% similar) in 23 aa overlap (23-43:90-112) 
 
                       10        20        30          40        50 
PAT___         STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALG--YTARGTLRAAGY 
                                     :::  .  . ::..:.  : : :        
gi|116 ELSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDN 
      60        70        80        90       100       110          
 
               60        70        80                               
PAT___ KHGGWHDVGFWQRDFELPAPPRPVRPVTQI                               
                                                                    
gi|116 EEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVS 
     120       130       140       150       160       170          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:154-170) 
 
                                 10        20        30        40   
PAT___                   STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|833 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             50        60        70        80                       
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                       
                                                                    
gi|833 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 43; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:154-170) 
 
                                 10        20        30        40   
PAT___                   STLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTAR 
                                     :. .: :.  .:  .::              
gi|668 RTEPSGSGIFYKGNVGKPWGSNIIEVSPENAKKYKHVAQFVGSDTDPWTVVFWNKIGPDG 
           130       140       150       160       170       180    
 
             50        60        70        80                       
PAT___ GTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI                       
                                                                    
gi|668 GLTGWYGNSALTLHLEAGETKYVAFDENSQGAWGAAKGDELPKDQFGGYSCTWGEFDFDS 
           190       200       210       220       230       240    
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Wed Jan 19 14:40:53 2011 done: Wed Jan 19 14:40:54 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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